Tue Jul 17 13:24:47 2001 [BLASTP 2.1.3 [Apr-1-2001] , NCBI] 
/home/ruby/va/Molbio/carpenda/templ/pl. DNA37140 (1119 aa) 



Sequences producing High-scoring Segment Pairs: 

1 P_AAB48162 Human PR0326 polypeptide - Homo sapiens. 

2 P_AAB80263 Human PR0326 protein - Homo sapiens. 

3 P_AAY70674 Human PR0326 protein - Homo sapiens. 

4 P_AAY08114 Human PR0326 protein - Homo sapiens. 

5 P_AAY13395 protein PR0326 - Homo sapiens. 

6 P_AAB80261 Human PR0335 protein - Homo sapiens. 

7 P_AAY70672 Human PR0335 protein - Homo sapiens. 

8 P_AAY13393 protein PR0335 - Homo sapiens. 

9 P AAY08095 Human PR0335 protein - Homo sapiens. 
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>1 P_AAB48162 Human PR0326 polypeptide - Homo sapiens. (1119 aa) [1 seg] 
Score - 5870 (2265 bits), Expect =0.0 

Identities = 1119/1119 (100%), Positives = 1119/1119 (100%), at 1,1-1119,1119 



DNA37140 1 MSAPSLRARAAGLGLLLCAVLGRAGRSDSGGRGELGQPSGVAAERPCPTTCRCLGDLLDC 

P_AAB4 8162 1 MSAPSLRARAAGLGLLLCAVLGRAGRSDSGGRGELGQPSGVAAERPCPTTCRCLGDLLDC 

DNA3714 0 61 SRKRLARLPEPLPSWVARLDLSHNRLSFIKASSMSHLQSLREVKLNNNELETI PNLGPVS 

P_AAB4 8162 61 SRKRLARLPEPLPSWVARLDLSHNRLS FI KAS SMS HLQSLREVKLNNNELET I PNLGPVS 

DNA3714 0 121 ANITLLSLAGNRIVEILPEHLKEFQSLETLDLSSNNISELQTAFPALQLKYLYLNSNRVT 

P_AAB48162 121 ANITLLSLAGNRIVEILPEHLKEFQSLETLDLSSNNISELQTAFPALQLKYLYLNSNRVT 

DNA37 14 0 181 SMEPGYFDNLANTLLVLKLNRISlRISAI PPKMFKLPQLQHLELNRNKIKNVDGLTFQGLGA 

P_AAB4 8162 181 SMEPGYFDNLANTLLVLKLNRNRISAIPPKMFKLPQLQHLELNRNKIKNVDGLTFQGLGA 

DNA37140 241 LKSLKMQRNGVTKLMDGAFWGLSNMEILQLDHNNLTEITKGWLYGLLMLQELHLSQNAIN 

P_AAB48162 241 LKSLKMQRNGVTKLMDGAFWGLSNMEILQLDHNNLTEITKGWLYGLLMLQELHLSQNAIN 

DNA3714 0 301 RISPDAWEFCQKLSELDLTFNHLSRLDDSSFLGLSLLNTLHIGNNRVSYIADCAFRGLSS 

P_AAB4 8162 301 RISPDAWEFCQKLSELDLTFNHLSRLDDSSFLGLSLLNTLHIGNNRVSYIADCAFRGLSS 

DNA37140 361 LKTLDLKNNEISWTIEDMNGAFSGLDKLRRLILQGNRIRSITKKAFTGLDALEHLDLSDN 

P_AAB4 8162 3 61 LKTLDLKNNEISWTIEDMNGAFSGLDKLRRLILQGNRIRSITKKAFTGLDALEHLDLSDN 

DNA37140 421 AIMSLQGNAFSQMKKLQQLHLNTSSLLCDCQLKWLPQWVAENNFQSFVNASCAHPQLLKG 

P_AAB4 8162 4 21 AIMSLQGNAFSQMKKLQQLHLNTSSLLCDCQLKWLPQWVAENNFQS FVNASCAHPQLLKG 

DNA3714 0 481 RSI FAVSPDGFVCDDFPKPQITVQPETQSAIKGSNLSFICSAASSSDSPMTFAWKKDNEL 

P AAB48162 481 RSIFAVSPDGFVCDDFPKPQITVQPETQSAIKGSNLSFICSAASSSDSPMTFAWKKDNEL 



DNA3714 0 



541 



LHDAEMENYAHLRAQGGEVMEYTTILRLREVEFASEGKYQCVISNHFGSSYSVKAKLTVN 



P AAB48162 



541 



LHDAEMENYAHLRAQGGEVMEYTTILRLREVEFASEGKYQCVISNHFGSSYSVKAKLTVN 



DNA3714 0 601 MLPSFTKT PMDLTIRAGAMARLECAAVGHPAPQIAWQKDGGTDFPAARERRMHVMPEDDV 

************************************************************ 

P_AAB4 8162 601 MLPSFTKTPMDLTIRAGAMARLECAAVGHPAPQIAWQKDGGTDFPAARERRMHVMPEDDV 

DNA37140 661 FFIVDVKIEDIGVYSCTAQNSAGSISANATLTVLETPSFLRPLLDRTVTKGETAVLQCIA 
************************************************************ 

P_AAB4 8162 661 FFIVDVKIEDIGVYSCTAQNSAGSISANATLTVLETPSFLRPLLDRTVTKGETAVLQCIA 

DNA3 714 0 721 GGS PPPKLNWTKDDS PLVVTERH FFAAGNQLLI I VDS DVSDAGKYTCEMSNTLGTERGNV 
************************************************************ 

P_AAB4 8162 721 GGSPPPKLNWTKDDS PLVVTERH FFAAGNQLLI I VDS DVSDAGKYTCEMSNTLGTERGNV 

DNA3714 0 781 RLSVIPTPTCDSPQMTAPSLDDDGWATVGVVIIAVVCCVVGTSLVWVVI IYHTRRRNEDC 
++*************************** * * ***************************** 

P_AAB4 8162 7 81 RLSVIPTPTCDSPQMTAPSLDDDGWATVGVVI I AVVCCVVGTSLVVJVVI IYHTRRRNEDC 
DNA3714 0 841 SITNTDETNLPADIPSYLSSQGTLADRQDGYVSSESGSHHQFVTSSGAGFFLPQHDSSGT 

************************************************************ 

P_AAB4 8 162 841 S ITNTDETNLPADI PS YLSSQGTLADRQDGYVSSESGSHHQFVTSSGAGFFLPQHDSSGT 

DNA37140 901 CHIDNSSEADVEAATDLFLCPFLGSTGPMYLKGNVYGSDPFETYHTGCSPDPRTVLMDHY 
************************************************************ 

P_AAB4 8162 901 CHIDNSSEADVEAATDLFLCPFLGSTGPMYLKGNVYGSDPFETYHTGCSPDPRTVLMDHY 
DNA37140 961 EPSYIKKKECYPCSHPSEESCERSFSNISWPSHVRKLLNTSYSHNEGPGMKNLCLNKSSL 

************************************************************ 

P_AAB4 8162 961 EPSYIKKKECYPCSHPSEESCERSFSNISWPSHVRKLLNTSYSHNEGPGMKNLCLNKSSL 

DNA3714 0 1021 DFSANPEPASVASSNSFMGTFGKALRRPHLDAYSSFGQPSDCQPRAFYLKAHSSPDLDSG 
************************************************************* 

P__AAB4 8162 1021 DFSANPEPASVASSNSFMGTFGKALRRPHLDAYSSFGQPSDCQPRAFYLKAHSSPDLDSG 
DNA3714 0 1081 SEEDGKERTDFQEENHICTFKQTLENYRTPNFQSYDLDT 

*************************************** 

P_AAB48162 1081 SEEDGKERTDFQEENHICTFKQTLENYRTPNFQSYDLDT 

>2 P_AAB80263 Human PR0326 protein - Homo sapiens. (1119 aa) [1 seg] 
Score = 5870 (2265 bits), Expect = 0.0 

Identities - 1119/1119 (100%), Positives - 1119/1119 (100%), at 1,1-1.119,1119 



DNA3714 0 1 MSAPSLRARAAGLGLLLCAVLGRAGRSDSGGRGELGQPSGVAAERPCPTTCRCLGDLLDC 

************************************************************ 

P_AAB802 63 1 MSAPSLRARAAGLGLLLCAVLGRAGRSDSGGRGELGQPSGVAAERPCPTTCRCLGDLLDC 

DNA3714 0 61 SRKRLARLPEPLPSWVARLDLSHNRLSFIKASSMSHLQSLREVKLNNNELETIPNLGPVS 
************************************************************ 

P_AAB80263 61 SRKRLARLPEPLPSWVARLDLSHNRLSFIKASSMSHLQSLREVKLNNNELETIPNLGPVS 
DNA3714 0 121 ANITLLSLAGNRIVEILPEHLKEFQSLETLDLSSNNISELQTAFPALQLKYLYLNSNRVT 

************************************************************ 

P_AAB802 63 121 ANITLLSLAGNRIVEILPEHLKEFQSLETLDLSSNNISELQTAFPALQLKYLYLNSNRVT 

DNA3714 0 181 SMEPGYFDNLANTLLVLKLNRNRISAI PPKMFKLPQLQHLELNRNKIKNVDGLTFQGLGA 
************************************************* *•* ********* 

P AAB80263 181 SMEPGYFDNLANTLLVLKLNRNRISAIPPKMFKLPQLQHLELNRNKIKNVDGLTFQGLGA 



DNA37140 241 LKSLKMQRNGVTKLMDGAFWGLSNMEILQLDHNNLTEITKGWLYGLLMLQELHLSQNAIN 

P__AAB80263 241 LKSLKMQRNGVTKLMDGAFWGLSNMEILQLDHNNLTEITKGWLYGLLMLQELHLSQNAIN 

DNA3714 0 301 RISPDAWEFCQKLSELDLTFNHLSRLDDSSFLGLSLLNTLHIGNNRVSYIADCAFRGLSS 

P_AAB80263 301 RISPDAWEFCQKLSELDLTFNHLSRLDDSSFLGLSLLNTLHIGNNRVSYIADCAFRGLSS 

DNA37140 361 LKTLDLKNNEISWTIEDMNGAFSGLDKLRRLILQGNRIRSITKKAFTGLDALEHLDLSDN 

P_AAB802 63 361 LKTLDLKNNEISWTIEDMNGAFSGLDKLRRLILQGNRIRSITKKAFTGLDALEHLDLSDN 

DNA3714 0 421 AIMSLQGNAFSQMKKLQQLHLNTSSLLCDCQLKWLPQWVAENNFQSFVNASCAHPQLLKG 

P_AAB80263 421 AIMSLQGNAFSQMKKLQQLHLNTSSLLCDCQLKWLPQWVAENNFQSFVNASCAHPQLLKG 

DNA3714 0 481 RSIFAVSPDGFVCDDFPKPQITVQPETQSAIKGSNLSFICSAASSSDSPMTFAWKKDNEL 

P_AAB80263 4 81 RSIFAVSPDGFVCDDFPKPQITVQPETQSAIKGSNLSFICSAASSSDSPMTFAWKKDNEL 

DNA3714 0 541 LHDAEMENYAHLRAQGGEVMEYTTILRLREVEFASEGKYQCVISNHFGSSYSVKAKLTVN 

P_AAB802 63 541 LHDAEMENYAHLRAQGGEVMEYTTILRLREVEFASEGKYQCVISNHFGSSYSVKAKLTVN 

DNA37140 601 MLPSFTKTPMDLTIRAGAMARLECAAVGHPAPQIAWQKDGGTDFPAARERRMHVMPEDDV 

P_AAB802 63 601 MLPSFTKTPMDLTIRAGAMARLECAAVGHPAPQIAWQKDGGTDFPAARERRMHVMPEDDV 

DNA3714 0 661 FFIVDVKIEDIGVYSCTAQNSAGSISANATLTVLETPSFLRPLLDRTVTKGETAVLQCIA 

P_AAB802 63 661 FFIVDVKIEDIGVYSCTAQNSAGSISANATLTVLETPSFLRPLLDRTVTKGETAVLQCIA 

DNA37140 721 GGSPPPKLNWTKDDSPLVVTERHFFAAGNQLLIIVDSDVSDAGKYTCEMSNTLGTERGNV 

******************************* 

P_AAB80263 721 GGSPPPKLNWTKDDSPLVVTERHFFAAGNQLLI IVDSDVSDAGKYTCEMSNTLGTERGNV 

DNA3714 0 781 RLSVIPTPTCDSPQMTAPSLDDDGWATVGVVIIAVVCCVVGTSLVWVVIIYHTRRRNEDC 
************************************************************ 

P_AAB80263 7 81 RLSVIPTPTCDSPQMTAPSLDDDGWATVGVVI IAVVCCVVGTSLVWVVI I YHTRRRNEDC 

DNA3714 0 841 SITNTDETNLPADIPSYLSSQGTLADRQDGYVSSESGSHHQFVTSSGAGFFLPQHDSSGT 
************************************************************ 

P_AAB80263 841 S ITNTDETNLPADIPSYLSSQGTLADRQDGYVSSESGSHHQFVTSSGAGFFLPQHDSSGT 

DNA3714 0 901 CHIDNSSEADVEAATDLFLCPFLGSTGPMYLKGNVYGSDPFETYHTGCSPDPRTVLMDHY 
************************************************************ 

P_AAB802 63 901 CHIDNSSEADVEAATDLFLCPFLGSTGPMYLKGNVYGSDPFETYHTGCSPDPRTVLMDHY 

DNA3714 0 961 EPS YIKKKECYPCSHPSEESCERSFSNISWPSHVRKLLNTS YSHNEGPGMKNLCLNKSSL 
************************************************************ 

P_AAB80263 9 61 E PS Y I KKKECY PCS HPSEESCERSFSN I SWPSHVRKLLNTS YSHNEGPGMKNLCLNKSSL 

DNA3714 0 1021 DFSANPEPASVASSNSFMGTFGKALRRPHL-DAYSSFGQPSDCQPRAFYLECAHSSPDLDSG 
************************************************************ 

P AAB80263 1021 DFSANPEPASVASSNSFMGTFGKALRRPHLDAYSSFGQPSDCQPRAFYLKAHSSPDLDSG 



DNA37 14 0 1081 SEEDGKERTDFQEENHICTFKQTLENYRTPNFQSYDLDT 

P_AAB80263 1081 SEEDGKERTDFQEENHICTFKQTLENYRTPNFQSYDLDT 

>3 P__AAY70674 Human PR0326 protein - Homo sapiens. {1119 aa) [1 seg] 
Score = 5870 (2265 bits), Expect - 0.0 

Identities = 1119/1119 (100%), Positives = 1119/1119 (100%), at 1,1-1119,1119 

DNA3714 0 1 MSAPSLRARAAGLGLLLCAVLGRAGRSDSGGRGELGQPSGVAAERPCPTTCRCLGDLLDC 

P_AAY7067 4 1 MSAPSLRARAAGLGLLLCAVLGRAGRSDSGGRGELGQPSGVAAERPCPTTCRCLGDLLDC 

DNA3714 0 61 SRKRLARLPEPLPSWVARLDLSHNRLSFIKASSMSHLQSLREVKLNNNELETIPNLGPVS 

P_AAY7067 4 61 SRKRLARLPEPLPSWVARLDLSHNRLSFIKASSMSHLQSLREVKLNNNELETIPNLGPVS 

DNA3714 0 121 ANITLLSLAGNRIVEILPEHLKEFQSLETLDLSSNNISELQTAFPALQLKYLYLNSNRVT 

P_AAY7067 4 121 ANITLLSLAGNRIVEILPEHLKEFQSLETLDLSSNNISELQTAFPALQLKYLYLNSNRVT 

DNA37 1 4 0 181 SMEPGYFDNLANTLLVLKLNRNRISAI PPKMFKLPQLQHLELNRNKIKNVDGLTFQGLGA 

P_AAY70674 181 SMEPGYFDNLANTLLVLKLNRNRISAI PPKMFKL PQLQHLELNRNKIKNVDGLTFQGLGA 

DNA3714 0 241 LKSLKMQRNGVTKLMDGAFWGLSNMEILQLDHNNLTEITKGWLYGLLMLQELHLSQNAIN 

P_AAY7067 4 241 LKSLKMQRNGVTKLMDGAFWGLSNMEILQLDHNNLTEITKGWLYGLLMLQELHLSQNAIN 

DNA3714 0 301 RISPDAWEFCQKLSELDLTFNHLSRLDDSSFLGLSLLNTLHIGNNRVSYIADCAFRGLSS 

P_AAY70 67 4 301 RISPDAWEFCQKLSELDLTFNHLSRLDDSSFLGLSLLNTLHIGNNRVSYIADCAFRGLSS 

DNA3714 0 361 LKTLDLKNNEISWTIEDMNGAFSGLDKLRRLILQGNRIRSITKKAFTGLDALEHLDLSDN 

P_AAY7067 4 3 61 LKTLDLKNNEISWTIEDMNGAFSGLDKLRRLILQGNRIRSITKKAFTGLDALEHLDLSDN 

DNA37 1 4 0 4 21 AIMSLQGNAFSQMKKLQQLHLNTSSLLCDCQLKWLPQWVAENNFQSFVNASCAHPQLLKG 

P_AAY7 0 674 421 AIMSLQGNAFSQMKKLQQLHLNTSSLLCDCQLKWLPQWVAENNFQSFVNASCAHPQLLKG 

DNA3714 0 4 81 RSIFAVSPDGFVCDDFPKPQITVQPETQSAIKGSNLSFICSAASSSDSPMTFAWKKDNEL 

P_AAY7 067 4 4 81 RS I FAVSPDGFVCDDFPKPQITVQPETQSAIKGSNLSFICSAASSSDSPMTFAWKKDNEL 

DNA3714 0 541 LHDAEMENYAHLRAQGGEVMEYTTILRLREVEFASEGKYQCVISNHFGSSYSVKAKLTVN 

P_AAY70674 541 LHDAEMENYAHLRAQGGEVMEYTTILRLREVEFASEGKYQCVISNHFGSS YSVKAKLTVN 

DNA3714 0 601 MLPSFTKTPMDLTIRAGAMARLECAAVGHPAPQIAWQKDGGTDFPAARERRMHVMPEDDV 

P_AAY7 067 4 601 MLPSFTKTPMDLTIRAGAMARLECAAVGHPAPQIAWQKDGGTDFPAARERRMHVMPEDDV 

DNA37140 661 FFI VDVKIEDIGVYSCTAQNSAGSISANATLTVLETPSFLRPLLDRTVTKGETAVLQCIA 

P AAY70674 661 FFIVDVKIEDIGVYSCTAQNSAGSISANATLTVLETPSFLRPLLDRTVTKGETAVLQCIA 



DNA3714 0 



721 



GGSPPPKLNWTKDDSPLVVTERHFFAAGNQLLI IVDSDVSDAGKYTCEMSNTLGTERGNV 



P_AAY7067 4 721 GGSPPPKLNWTKDDSPLVVTERHFFAAGNQLLI IVDSDVSDAGKYTCEMSNTLGTERGNV 

DNA3 714 0 7 81 RLSVI PTPTCDSPQMTAPSLDDDGWATVGVVI IAVVCCVVGTSLVWVVI I YHTRRRNEDC 

P_AAY7 0 67 4 7 81 RLSVI PTPTCDSPQMTAPSLDDDGWATVGVVI IAVVCCVVGTSLVWVVI I YHTRRRNEDC 

DNA37140 841 SITNTDETNLPADIPSYLSSQGTLADRQDGYVSSESGSHHQFVTSSGA'GFFLPQHDSSGT 

P_AAY7 067 4 841 SITNTDETNLPADIPSYLSSQGTLADRQDGYVSSESGSHHQFVTSSGAGFFLPQHDSSGT 

DNA3714 0 901 CHIDNSSEADVEAATDLFLCPFLGSTGPMYLKGNVYGSDPFETYHTGCSPDPRTVLMDHY 

P_AAY7067 4 901 CHIDNSSEADVEAATDLFLCPFLGSTGPMYLKGNVYGSDPFETYHTGCSPDPRTVLMDHY 

DNA3714 0 961 EPSYIKKKECYPCSHPSEESCERSFSNISWPSHVRKLLNTSYSHNEGPGMKNLCLNKSSL 

P_AAY70674 961 EPSYIKKKECYPCSHPSEESCERSFSNISWPSHVRKLLNTSYSHNEGPGMKNLCLNKSSL 

DNA3714 0 1021 DFSANPEPASVASSNSFMGTFGKALRRPHLDAYSSFGQPSDCQPRAFYLKAHSSPDLDSG 

P_AAY7067 4 1021 DFSANPEPASVASSNSFMGTFGKALRRPHLDAYSSFGQPSDCQPRAFYLKAHSSPDLDSG 

DNA37140 1081 SEEDGKERTDFQEENHICTFKQTLENYRTPNFQSYDLDT 

P_AAY7 0 674 1081 SEEDGKERTDFQEENHICTFKQTLENYRTPNFQSYDLDT 

>4 P_AAY08114 Human PR0326 protein - Homo sapiens. (1119 aa) [1 seg] 
Score = 5870 {2265 bits), Expect = 0.0 

Identities = 1119/1119 (100%), Positives = 1119/1119 (100%) f at 1,1-1119,1119 



DNA3714 0 
P_AAY08114 

DNA37140 
P_AAY08114 

DNA3714 0 
P_AAY08114 

DNA3714 0 
P_AAY08114 

DNA37140 
P_AAY08114 

DNA37140 
P AAY08114 



1 MSAPSLRARAAGLGLLLCAVLGRAGRSDSGGRGELGQPSGVAAERPCPTTCRCLGDLLDC 
1 MSAPSLRARAAGLGLLLCAVLGRAGRSDSGGRGELGQPSGVAAERPCPTTCRCLGDLLDC 
61 SRKRLARLPEPLPSWVARLDLSHNRLSFIKASSMSHLQSLREVKLNNNELETIPNLGPVS 
61 SRKRLARLPEPLPSWVARLDLSHNRLSFIKASSMSHLQSLREVKLNNNELETIPNLGPVS 
121 ANITLLSLAGNRIVEILPEHLKEFQSLETLDLSSNNISELQTAFPALQLKYLYLNSNRVT 
121 ANITLLSLAGNRIVEILPEHLKEFQSLETLDLSSNNISELQTAFPALQLKYLYLNSNRVT 
181 SMEPGYFDNLANTLLVLKLNRNRISAIPPKMFKLPQLQHLELNRNKIKNVDGLTFQGLGA 
181 SMEPGYFDNLANTLLVLKLNRNRISAI PPKMFKLPQLQHLELNRNKIKNVDGLTFQGLGA 
241 LKSLKMQRNGVTKLMDGAFWGLSNMEILQLDHNNLTEITKGWLYGLLMLQELHLSQNAIN 
241 LKSLKMQRNGVTKLMDGAFWGLSNMEILQLDHNNLTEITKGWLYGLLMLQELHLSQNAIN 
301 RISPDAWEFCQKLSELDLTFNHLSRLDDSSFLGLSLLNTLHIGNNRVSYIADCAFRGLSS 
301 RISPDAWEFCQKLSELDLTFNHLSRLDDSSFLGLSLLNTLHIGNNRVSYIADCAFRGLSS 



DNA37140 



361 



LKTLDLKNNEISWTIEDMNGAFSGLDKLRRLILQGNRIRSITKKAFTGLDALEHLDLSDN 



P_AAY08114 361 LKTLDLKNNEISWTIEDMNGAFSGLDKLRRLILQGNRIRSITKKAFTGLDALEHLDLSDN 

DNA3714 0 421 AIMSLQGNAFSQMKKLQQLHLNTSSLLCDCQLKWLPQWVAENNFQSFVNASCAHPQLLKG 

P_AAY08 1 14 4 21 AIMSLQGNAFSQMKKLQQLHLNTSSLLCDCQLKWLPQWVAENNFQSFVNASCAHPQLLKG 

DNA37140 481 RSIFAVSPDGFVCDDFPKPQITVQPETQSAIKGSNLSFICSAASSSDSPMTFAWKKDNEL 
************************* 

P_AAY08114 481 RSIFAVSPDGFVCDDFPKPQITVQPETQSAIKGSNLSFICSAASSSDSPMTFAWKKDNEL 

DNA3714 0 541 LHDAEMENYAHLRAQGGEVMEYTTILRLREVEFASEGKYQCVISNHFGSSYSVKAKLTVN 
************************************************************ 

P_AAY08114 541 LHDAEMENYAHLRAQGGEVMEYTTILRLREVEFASEGKYQCVISNHFGSSYSVKAKLTVN 
DNA3714 0 601 MLPSFTKTPMDLTIRAGAMARLECAAVGHPAPQIAWQKDGGTDFPAARERRMHVMPEDDV 

****************************************************** + ***** 

P_AAY08114 601 MLPSFTKTPMDLTIRAGAMARLECAAVGHPAPQIAWQKDGGTDFPAARERRMHVMPEDDV 

DNA3714 0 661 FFIVDVKIEDIGVYSCTAQNSAGSISANATLTVLETPSFLRPLLDRTVTKGETAVLQCIA 
************************************************************ 

P_AAY08114 661 FFIVDVKIEDIGVYSCTAQNSAGSISANATLTVLETPSFLRPLLDRTVTKGETAVLQCIA 

DNA3714 0 721 GGSPPPKLNWTKDDSPLVVTERHFFAAGNQLLI IVDSDVSDAGKYTCEMSNTLGTERGNV 
************************************************************ 

P_AAY08114 721 GGSPPPKLNWTKDDSPLVVTERHFFAAGNQLLI IVDSDVSDAGKYTCEMSNTLGTERGNV 

DNA37 14 0 7 81 RLSVI PTPTCDSPQMTAPSLDDDGWATVGVVI IAVVCCVVGTSLVWVVI I YHTRRRNEDC 
************************************************************ 

P_AAY0 8 114 781 RLSVI PTPTCDSPQMTAPSLDDDGWATVGVVI IAVVCCVVGTSLVWVVI I YHTRRRNEDC 

DNA3714 0 841 SITNTDETNLPADIPSYLSSQGTLADRQDGYVSSESGSHHQFVTSSGAGFFLPQHDSSGT 
************************************************************* 

P_AAY08114 841 SITNTDETNLPADIPSYLSSQGTLADRQDGYVSSESGSHHQFVTSSGAGFFLPQHDSSGT 

DNA3714 0 901 CHIDNSSEADVEAATDLFLCPFLGSTGPMYLKGNVYGSDPFETYHTGCSPDPRTVLMDHY 
************************************************************ 

P_AAY08114 901 CHIDNSSEADVEAATDLFLCPFLGSTGPMYLKGNVYGSDPFETYHTGCSPDPRTVLMDH Y 

DNA3714 0 961 EPSYIKKKECYPCSHPSEESCERSFSNISWPSHVRKLLNTSYSHNEGPGMKNLCLNKSSL 
************************************************************ 

P_AAY08114 961 EPSYIKKKECYPCSHPSEESCERSFSNISWPSHVRKLLNTSYSHNEGPGMKNLCLNKSSL 

DNA3714 0 1021 DFSANPEPASVASSNSFMGTFGKALRRPHLDAYSSFGQPSDCQPRAFYLKAHSSPDLDSG 
************************************************************ 

P_AAY08114 1021 DFSANPEPASVASSNSFMGTFGKALRRPHLDAYSSFGQPSDCQPRAFYLKAHSSPDLDSG 
DNA3714 0 1081 SEEDGKERTDFQEENHICTFKQTLENYRTPNFQSYDLDT 

*************************************** 

P_AAY08 1 14 1081 SEEDGKERTDFQEENHICTFKQTLENYRTPNFQSYDLDT 

>5 P_AAY13395 protein PR0326 - Homo sapiens. (1120 aa) [1 seg] 
Score = 5858 (2261 bits), Expect = 0.0 

Identities = 1119/1120 ( 99% ),/ Positives = 1119/1120 (99%), Gaps - 1/1120 (0%), 
at 1, 1-1119, 1120 



DNA37140 



1 MSAPSLRARAAGLGLLLCAVLGRAGRSDSGGRGELGQPSGVAAERPCPTTCRCLGDLLDC 



P_AAY13395 1 MSAPSLRARAAGLGLLLCAVLGRAGRSDSGGRGELGQPSGVAAERPCPTTCRCLGDLLDC 

DNA3714 0 61 SRKRLARLPEPLPSWVARLDLSHNRLSFIKASSMSHLQSLREVKLNNNELETIPNLGPVS 
******************** 

P_AAY13395 61 SRKRLARLPEPLPSWVARLDLSHNRLSFIKASSMSHLQSLREVKLNNNELETI PNLGPVS 
DNA3714 0 121 ANITLLSLAGNRIVEILPEHLKEFQSLETLDLSSNNISELQTAFPALQLKYLYLNSNRVT 

************************************************************ 

P__AAY13395 121 ANITLLSLAGNRIVEILPEHLKEFQSLETLDLSSNNISELQTAFPALQLKYLYLNSNRVT 

DNA3714 0 181 SMEPGYFDNLANTLLVLKLNRNRISAIPPKMFKLPQLQHLELNRNKIKNVDGLTFQGLGA 
************************************************************ 

P_AAY13395 181 SMEPGYFDNLANTLLVLKLNRNRISAIPPKMFKLPQLQHLELNRNKIKNVDGLTFQGLGA 
DNA37 1 4 0 241 LKSLKMQRNGVTKLMDGAFWGLSNMEILQLDHNNLTEITKGWLYGLLMLQELHLSQNAIN 

************************************************************ 

P_AAY13395 241 LKSLKMQRNGVTKLMDGAFWGLSNMEILQLDHNNLTEITKGWLYGLLMLQELHLSQNAIN 

DNA3714 0 301 RISPDAWEFCQKLSELDLTFNHLSRLDDSSFLGLSLLNTLHIGNNRVSYIADCAFRGLSS 
************************************************************ 

P_AAY13395 301 RISPDAWEFCQKLSELDLTFNHLSRLDDSSFLGLSLLNTLHIGNNRVSYIADCAFRGLSS 

DNA3714 0 361 LKTLDLKNNEISWTIEDMNGAFSGLDKLRRLILQGNRIRSITKKAFTGLDALEHLDLSDN 
************************************************************ 

P_AAY13395 361 LKTLDLKNNEISWTIEDMNGAFSGLDKLRRLILQGNRIRSITKKAFTGLDALEHLDLSDN 
DNA3714 0 421 AIMSLQGNAFSQMKKLQQLHLNTSSLLCDCQLKWLPQWVAENNFQSFVNASCAHPQLLKG 

************************************************************ 

P_AAY13395 421 AIMSLQGNAFSQMKKLQQLHLNTSSLLCDCQLKWLPQWVAENNFQSFVNASCAHPQLLKG 
DNA37 1 4 0 4 81 RS I FAVSPDG FVCDDFPKPQITVQPETQSAIKGSNLSFICSAASSSDSPMTFAWKKDNEL 

********************* *'* ************************************* 

P_AAY13395 481 RSI FAVSPDG FVCDDFPKPQITVQPETQSAIKGSNLSFICSAASSSDSPMTFAWKKDNEL 

DNA37 14 0 541 LHDAEMENYAHLRAQGGEVMEYTTILRLREVEFASEGKYQCVISNHFGSSYSVKAKLTVN 
************************************************************ 

P_AAY13395 541 LHDAEMENYAHLRAQGGEVMEYTTILRLREVEFASEGKYQCVISNHFGSSYSVKAKLTVN 

DNA3714 0 601 MLPSFTKTPMDLTIRAGAMARLECAAVGHPAPQIAWQKDGGTDFPAARERRMHVMPEDDV 
************************************************************ 

P_AAY13395 601 MLPSFTKTPMDLTIRAGAMARLECAAVGHPAPQIAWQKDGGTDFPAARERRMHVMPEDDV 

DNA3714 0 661 FFI VDVKIEDIGVYSCTAQNSAGSISANATLTVLETPSFLRPLLDRTVTKGETAVLQCIA 
************************************************************ 

P_AAY13395 661 FFIVDVKIEDIGVYSCTAQNSAGSISANATLTVLETPSFLRPLLDRTVTKGETAVLQCIA 

DNA3714 0 721 -GGSPPPKLNWTKDDSPLVVTERHFFAAGNQLLIIVDSDVSDAGKYTCEMSNTLGTERGN 
*********************************************************** 

P_AAY13395 721 QGGSPPPKLNWTKDDSPLVVTERHFFAAGNQLLI IVDSDVSDAGKYTCEMSNTLGTERGN 
DNA37 14 0 7 80 VRLSVI PTPTCDS PQMTAPSLDDDGWATVGVVI I AVVCCVVGTSLVWVVI I YHTRRRNED 

************************************************************ 

P_AAY1 3 3 95 7 81 VRLSVI PTPTCDS PQMTAPSLDDDGWATVGVVI I AVVCCVVGTSLVWVVI I YHTRRRNED 

DNA3714 0 840 CSITNTDETNLPADI PSYLSSQGTLADRQDGYVSSESGSHHQFVTSSGAGFFLPQHDSSG 
************************************************************ 

P AAY13395 841 CSITNTDETNLPADI PSYLSSQGTLADRQDGYVSSESGSHHQFVTSSGAGFFLPQHDSSG 



DNA3714 0 900 TCHIDNSSEADVEAATDLFLCPFLGSTGPMYLKGNVYGSDPFETYHTGCSPDPRTVLMDH 

P AAY13395 901 TCHIDNSSEADVEAATDLFLCPFLGSTGPMYLKGNVYGSDPFETYHTGCSPDPRTVLMDH 

DNA3714 0 960 YEPSYIKKKECYPCSHPSEESCERSFSNISWPSHVRKLLNTSYSHNEGPGMKNLCLNKSS 

P AAY13395 961 YEPSYIKKKECYPCSHPSEESCERSFSNISWPSHVRKLLNTSYSHNEGPGMKNLCLNKSS 

DNA37140 1020 LDFSANPEPASVASSNSFMGTFGKALRRPHLDAYSSFGQPSDCQPRAFYLKAHSSPDLDS 

P AAY13395 1021 LDFSANPEPASVASSNSFMGTFGKALRRPHLDAYSSFGQPSDCQPRAFYLKAHSSPDLDS 

DNA3714 0 1080 GSEEDGKERTDFQEENHICTFKQTLENYRTPNFQSYDLDT 

P_AAY13395 1081 GSEEDGKERTDFQEENHICTFKQTLENYRTPNFQSYDLDT 

>6 P_AAB80261 Human PR0335 protein - Homo sapiens. (1059 aa) [1 seg] 
Score = 5462 (2108 bits), Expect =0.0 

Identities - 1041/1044 (99%), Positives = 1043/1044 (99%), at 7 6,16-1119,1059 



DNA3714 0 
P_AAB80261 

DNA37140 
P_AAB80261 

DNA3714 0 
P_AAB80261 

DNA3714 0 
P_AAB80261 

DNA3714 0 
P_AAB80261 

DNA3714 0 
P_AAB802 61 

DNA3714 0 
P__AAB8 02 61 

DNA3714 0 
P_AAB80261 

DNA3714 0 
P AAB80261 



7 6 VARLDLSHNRLSFIKASSMSHLQSLREVKLNNNELETIPNLGPVSANITLLSLAGNRIVE 

16 ISRPDLSHNRLSFIKASSMSHLQSLREVKLNNNELETIPNLGPVSANITLLSLAGNRIVE 

136 ILPEHLKEFQSLETLDLSSNNISELQTAFPALQLKYLYLNSNRVTSMEPGYFDNLANTLL 

7 6 ILPEHLKEFQSLETLDLSSNNISELQTAFPALQLKYLYLNSNRVTSMEPGYFDNLANTLL 

196 VLKLNRNRISAIPPKMFKLPQLQHLELNRNKIKNVDGLTFQGLGALKSLKMQRNGVTKLM 

136 VLKLNRNRISAIPPKMFKLPQLQHLELNRNKIKNVDGLTFQGLGALKSLKMQRNGVTKLM 



256 DGAFWGLSNMEILQLDHNNLTEITKGWLYGLLMLQELHLSQNAINRISPDAWEFCQKLSE 
196 DGAFWGLSNMEILQLDHNNLTEITKGWLYGLLMLQELHLSQNAINRISPDAWEFCQKLSE 
316 LDLTFNHLSRLDDSSFLGLSLLNTLHIGNNRVSYIADCAFRGLSSLKTLDLKNNEISWTI 
256 LDLTFNHLSRLDDSSFLGLSLLNTLHIGNNRVSYIADCAFRGLSSLKTLDLKNNEISWTI 
37 6 EDMNGAFSGLDKLRRLILQGNRIRSITKKAFTGLDALEHLDLSDNAIMSLQGNAFSQMKK 
316 EDMNGAFSGLDKLRRLILQGNRIRSITKKAFTGLDALEHLDLSDNAIMSLQGNAFSQMKK 
4 36 LQQLHLNTSSLLCDCQLKWLPQWVAENNFQSFVNASCAHPQLLKGRSI FAVSPDGFVCDD 
37 6 LQQLHLNTSSLLCDCQLKWLPQWVAENNFQSFVNASCAHPQLLKGRS I FAVSPDGFVCDD 



4 96 FPKPQITVQPETQSAIKGSNLSFICSAASSSDSPMTFAWKKDNELLHDAEMENYAHLRAQ 
4 36 FPKPQITVQPETQSAIKGSNLSFICS7VASSSDSPMTFAWKKDNELLHDAEMENYAHLRAQ 
556 GGEVMEYTTILRLREVEFASEGKYQCVISNHFGSSYSVKAKLTVNMLPSFTKTPMDLTIR 
4 96 GGEVMEYTTILRLREVEFASEGKYQCVISNHFGSSYSVKAKLTVNMLPSFTKTPMDLTIR 



616 AGAMARLECAAVGHPAPQIAWQKDGGTDFPAARERRMHVMPEDDVFFIVDVKIEDIGVYS 
***********************************+**********+************* 



556 AGAMARLECAAVGHPAPQIAWQKDGGTDFPAARERRMHVMPEDDVFFIVDVKIEDIGVYS 

67 6 CTAQNSAGSISANATLTVLETPSFLRPLLDRTVTKGETAVLQCIAGGSPPPKLNWTKDDS 
************************************************************ 

616 CTAQNSAGSISANATLTVLETPSFLRPLLDRTVTKGETAVLQCIAGGSPPPKLNWTKDDS 

736 PLVVTERHFFAAGNQLLIIVDSDVSDAGKYTCEMSNTLGTERGNVRLSVIPTPTCDSPQM 
************************************************************ 

676 PLVVTERHFFAAGNQLLIIVDSDVSDAGKYTCEMSNTLGTERGNVRLSVIPTPTCDSPQM 
7 96 TAPSLDDDGWATVGVVI IAVVCCVVGTSLVWVVIIYHTRRRNEDCSITNTDETNLPADIP 

************************************************************ 

736 TAPSLDDDGWATVGVVI IAVVCCVVGTSLVWVVI I YHTRRRNEDCSITNTDETNLPADIP 

85 6 SYLSSQGTLADRQDGYVSSESGSHHQFVTSSGAGFFLPQHDSSGTCHIDNSSEADVEAAT 
************************************************************* 

7 96 SYLSSQGTLADRQDGYVSSESGSHHQFVTSSGAGFFLPQHDSSGTCHIDNSSEADVEAAT 
916 DLFLCPFLGSTGPMYLKGNVYGSDPFETYHTGCSPDPRTVLMDHYEPSYIKKKECYPCSH 

************************************************************ 



DNA37140 97 6 PSEESCERSFSNISWPSHVRKLLNTSYSHNEGPGMKNLCLNKSSLDFSANPEPASVASSN 

************************************************************ 

P_AAB802 61 916 PSEESCERSFSNISWPSHVRKLLNTSYSHNEGPGMKNLCLNKSSLDFSANPEPASVASSN 

DNA3714 0 103 6 SFMGTFGKALRRPHLDAYSSFGQPSDCQPRAFYLKAHSSPDLDSGSEEDGKERTDFQEEN 
************************************************************ 

P_AAB802 61 97 6 SFMGTFGKALRRPHLDAYSSFGQPSDCQPRAFYLKAHSSPDLDSGSEEDGKERTDFQEEN 

DNA37140 1096 HICTFKQTLENYRTPNFQSYDLDT 
************************ 

P_AAB80261 1036 HICTFKQTLENYRTPNFQSYDLDT 

>7 P_AAY70672 Human PR0335 protein - Homo sapiens. (1059 aa) [1 seg] 
Score = 5462 (2108 bits), Expect = 0.0 

Identities - 1041/1044 (99%), Positives = 1043/1044 (99%), at 76,16-1119,1059 



DNA37 14 0 7 6 VARLDLSHNRLS FIKASSMSHLQSLREVKLNNNELETI PNLGPVSANITLLSLAGNRI VE 
* *************************************** 

P_AAY7 0672 16 ISRPDLSHNRLSFIKASSMSHLQSLREVKLNNNELETIPNLGPVSANITLLSLAGNRIVE 

DNA3714 0 136 ILPEHLKEFQSLETLDLSSNNISELQTAFPALQLKYLYLNSNRVTSMEPGYFDNLANTLL 
************************************************************ 

P_AAY70672 7 6 ILPEHLKEFQSLETLDLSSNNISELQTAFPALQLKYL'YLNSNRVTSMEPGYFDNLANTLL 

DNA3714 0 196 VLKLNRNRI SAI PPKMFKLPQLQHLELNRNKIKNVDGLTFQGLGALKSLKMQRNGVTKLM 
************************************************************ 

P_AAY7 0 67 2 136 VLKLNRNRI SAI PPKMFKLPQLQHLELNRNKI KNVDGLTFQGLGALKSLKMQRNGVTKLM 

DNA37140 256 DGAFWGLSNMEILQLDHNNLTEITKGWLYGLLMLQELHLSQNAINRISPDAWEFCQKLSE 

************************************************************ 

P AAY70672 196 DGAFWGLSNMEILQLDHNNLTEITKGWLYGLLMLQELHLSQNAINRISPDAWEFCQKLSE 



DNA3714 0 



316 



LDLTFNHLSRLDDSSFLGLSLLNTLHIGNNRVSYIADCAFRGLSSLKTLDLKNNEISWTI 



P_AAY70672 

DNA3714 0 
P_AAY70672 

DNA3714 0 
P_AAY70672 

DNA3714 0 
P_AAY70672 

DNA3714 0 
P__AAY70672 

DNA3714 0 
P_AAY70672 

DNA3714 0 
P_AAY70672 

DNA3714 0 
P_AAY7067 2 

DNA37140 
P__AAY7067 2 

DNA3714 0 
P_AAY7 0672 

DNA3714 0 
P_AAY7 0672 

DNA3714 0 
P_AAY7067 2 

DNA37140 
P_AAY70672 

DNA3714 0 
P AAY70672 



256 LDLTFNHLSRLDDSSFLGLSLLNTLHIGNNRVSYIADCAFRGLSSLKTLDLKNNEISWTI 

37 6 EDMNGAFSGLDKLRRLILQGNRIRSITKKAFTGLDALEHLDLSDNAIMSLQGNAFSQMKK 

316 EDMNGAFSGLDKLRRLILQGNRIRSITKKAFTGLDALEHLDLSDNAIMSLQGNAFSQMKK 

4 36 LQQLHLNTSSLLCDCQLKWLPQWVAENNFQSFVNASCAHPQLLKGRSIFAVSPDGFVCDD 

37 6 LQQLHLNTSSLLCDCQLKWLPQWVAENNFQSFVNASCAHPQLLKGRSIFAVSPDGFVCDD 

4 96 FPKPQITVQPETQSAIKGSNLSFICSAASSSDSPMTFAWKKDNELLHDAEMENYAHLRAQ 

4 36 FPKPQITVQPETQSAIKGSNLSFICSAASSSDSPMTFAWKKDNELLHDAEMENYAHLRAQ 

556 GGEVMEYTTILRLREVEFASEGKYQCVISNHFGSSYSVKAKLTVNMLPSFTKTPMDLTIR 

4 96 GGEVME YTTI LRLREVEFASEGKYQCVI SNHFGSS YS VKAKLTVNMLPS FTKTPMDLTI R 

616 AGAMARLECAAVGHPAPQIAWQKDGGTDFPAARERRMHVMPEDDVFFIVDVKIEDIGVYS 

55 6 AGAMARLECAAVGHPAPQIAWQKDGGTDFPAARERRMHVMPEDDVFFIVDVKIEDIGVYS 

67 6 CTAQNSAGSISANATLTVLETPSFLRPLLDRTVTKGETAVLQCIAGGSPPPKLNWTKDDS 

616 CTAQNSAGS I SANATLTVLETPS FLRPLLDRTVTKGETAVLQCIAGGS PPPKLNWTKDDS 

736 PLVVTERHFFAAGNQLLI I VDSDVSDAGKYTCEMSNTLGTERGNVRLSVI PTPTCDSPQM 

67 6 PLVVTERHFFAAGNQLLI IVDSDVSDAGKYTCEMSNTLGTERGNVRLSVI PTPTCDSPQM 

7 96 TAPSLDDDGWATVGVVI IAVVCfcWGTSLVWVVII YHTRRRNEDCSITNTDETNLPADIP 

7 36 TAPSLDDDGWATVGVVI I AVVCCVVGTSLVWVVI I YHTRRRNEDCS ITNTDETNLPADI P 

85 6 SYLSSQGTLADRQDGYVSSESGSHHQFVTSSGAGFFLPQHDSSGTCHIDNSSEADVEAAT 

7 96 SYLSSQGTLADRQDGYVSSESGSHHQFVTSSGAGFFLPQHDSSGTCHIDNSSEADVEAAT 

916 DLFLCPFLGSTGPMYLKGNVYGSDPFETYHTGCSPDPRTVLMDHYEPSYIKKKECYPCSH 

85 6 DLFLCPFLGSTGPMYLKGNVYGSDPFETYHTGCSPDPRTVLMDHYEPSYIKKKECYPCSH 

97 6 PSEESCERSFSNISWPSHVRKLLNTSYSHNEGPGMKNLCLNKSSLDFSANPEPASVASSN 

916 PSEESCERSFSNISWPSHVRKLLNTSYSHNEGPGMKNLCLNKSSLDFSANPEPASVASSN 

1036 SFMGTFGKALRRPHLDAYSSFGQPSDCQPRAFYLKAHSSPDLDSGSEEDGKERTDFQEEN 

97 6 SFMGTFGKALRRPHLDAYSSFGQPSDCQPRAFYLKAHSSPDLDSGSEEDGKERTDFQEEN 

1096 HICTFKQTLENYRTPNFQSYDLDT 

1036 HICTFKQTLENYRTPNFQSYDLDT 



>8 P_AAY13393 protein PR0335 - Homo sapiens. (1059 aa) [1 seg] 
Score = 5462 {2108 bits), Expect = 0.0 



Identities = 1041/1044 (99%), Positives - 1043/1044 (99%), at 76,16-1119,1059 



DNA3714 0 7 6 VARLDLSHNRLSFIKASSMSHLQSLREVKLNNNELETIPNLGPVSANITLLSLAGNRIVE 
* ******************************************************** 

P_AAY13393 16 ISRPDLSHNRLSFIKASSMSHLQSLREVKLNNNELETIPNLGPVSANITLLSLAGNRIVE 
DNA3714 0 136 ILPEHLKEFQSLETLDLSSNNISELQTAFPALQLKYLYLNSNRVTSMEPGYFDNLANTLL 

************************************************************ 

P_AAY13393 7 6 ILPEHLKEFQSLETLDLSSNNISELQTAFPALQLKYLYLNSNRVTSMEPGYFDNLANTLL 
DNA3714 0 196 VLKLNRNRISAIPPKMFKLPQLQHLELNRNKIKNVDGLTFQGLGALKSLKMQRNGVTKLM 

************************************ + *********************** 

P_AAY 13393 136 VLKLNRNRI SAI PPKMFKLPQLQHLELNRNKI KNVDGLT FQGLGALKSLKMQRNGVTKLM 

DNA3714 0 256 DGAFWGLSNMEILQLDHNNLTEITKGWLYGLLMLQELHLSQNAINRISPDAWEFCQKLSE 
************************************************************ 

P_AAY13393 196 DGAFWGLSNMEILQLDHNNLTEITKGWLYGLLMLQELHLSQNAINRISPDAWEFCQKLSE 

DNA3714 0 316 LDLTFNHLSRLDDSSFLGLSLLNTLHIGNNRVSYIADCAFRGLSSLKTLDLKNNEISWTI 
***************************************** 

P_AAY13393 256 LDLTFNHLSRLDDSSFLGLSLLNTLHIGNNRVSYIADCAFRGLSSLKTLDLKNNEISWTI 

DNA37140 37 6 EDMNGAFSGLDKLRRLILQGNRIRSITKKAFTGLDALEHLDLSDNAIMSLQGNAFSQMKK 
************************************************************ 

P_AAY13393 316 EDMNGAFSGLDKLRRLI LQGNRI RS I TKKAFTGL DALEHLDLS DNAI MSLQGNAFSQMKK 

DNA3714 0 4 36 LQQLHLNTSSLLCDCQLKWLPQWVAENNFQSFVNASCAHPQLLKGRSI FAVSPDGFVCDD 
************************************************************ 

P_AAY13393 37 6 LQQLHLNTS SLLCDCQLKWLPQWVAENNFQS FVNASCAHPQLLKGRS I FAVS PDGFVCDD 

DNA37140 4 96 FPKPQITVQPETQSAIKGSNLSFICSAASSSDSPMTFAWKKDNELLHDAEMENYAHLRAQ 
********************* *** ************************************* 

P_AAY13393 4 36 FPKPQITVQPETQSAIKGSNLSFICSAASSSDSPMTFAWKKDNELLHDAEMENYAHLRAQ 

DNA3714 0 556 GGEVMEYTTILRLREVEFASEGKYQCVISNHFGSSYSVKAKLTVNMLPSFTKTPMDLTIR 
************************************************************ 

P_AAY13393 4 96 GGEVMEYTTILRLREVEFASEGKYQCVISNHFGSSYSVKAKLTVNMLPSFTKTPMDLTIR 

DNA37140 616 AGAMARLECAAVGHPAPQIAWQKDGGTDFPAARERRMHVMPEDDVFFIVDVKIEDIGVYS 
************************************************************ 

P_AAY13393 556 AGAMARLECAAVGHPAPQIAWQKDGGTDFPAARERRMHVMPEDDVFFIVDVKIEDIGVYS 

DNA3714 0 67 6 CTAQNSAGSISANATLTVLETPSFLRPLLDRTVTKGETAVLQCIAGGSPPPKLNWTKDDS 
************************************************************ 

P_AAY13393 616 CTAQNSAGSISANATLTVLETPSFLRPLLDRTVTKGETAVLQCIAGGSPPPKLNWTKDDS 

DNA3714 0 7 36 PLVVTERHFFAAGNQLLI IVDSDVSDAGKYTCEMSNTLGTERGNVRLSVIPTPTCDSPQM 
************************************************************ 

P_AAY13393 67 6 PLVVTERHFFAAGNQLLI I VDSDVSDAGKYTCEMSNTLGTERGNVRLS VI PTPTCDSPQM 

DNA37 1 4 0 7 96 TAPSLDDDGWATVGVVI IAVVCCVVGTSLVWVVI I YHTRRRNEDCSITNTDETNLPADI P 
************************************************************ 

P_AAY13393 7 36 T APS LDDDGWATVGVVI IAVVCCVVGTSLVWVVI I YHTRRRNEDCS I TNT DETNLPAD IP 

DNA3714 0 856 SYLSSQGTLADRQDGYVSSESGSHHQFVTSSGAGFFLPQHDSSGTCHIDNSSEADVEAAT 
************************************************************ 

P AAY13393 7 96 SYLSSQGTLADRQDGYVSSESGSHHQFVTSSGAGFFLPQHDSSGTCHIDNSSEADVEAAT 



DNA37140 916 DLFLCPFLGSTGPMYLKGNVYGSDPFETYHTGCSPDPRTVLMDHYEPSYIKKKECYPCSH 
P_AAY13393 856 DLFLCPFLGSTGPMYLKGNVYGSDPFETYHTGCSPDPRTVLMDHYEPSYIKKKECYPCSH 

DNA3714 0 976 PSEESCERSFSNISWPSHVRKLLNTSYSHNEGPGMKNLCLNKSSLDFSANPEPASVASSN 
P_AAY13393 916 PSEESCERSFSNISWPSHVRKLLNTSYSHNEGPGMKNLCLNKSSLDFSANPEPASVASSN 

DNA3714 0 1036 SFMGTFGKALRRPHLDAYSSFGQPSDCQPRAFYLKAHSSPDLDSGSEEDGKERTDFQEEN 
P_AAY13393 97 6 SFMGTFGKALRRPHLDAYSSFGQPSDCQPRAFYLKAHSSPDLDSGSEEDGKERTDFQEEN 

DNA3714 0 1096 HICTFKQTLENYRTPNFQSYDLDT 
P_AAY13393 1036 HICTFKQTLENYRTPNFQSYDLDT 

>9 P_AAY08095 Human PR0335 protein - Homo sapiens. (1059 aa) [1 seg] 
Score - 5462 (2108 bits), Expect = 0.0 

Identities = 1041/1044 (99%), Positives = 1043/1044 (99%), at 76,16-1119,1059 



7 6 VARLDLSHNRLSFIKASSMSHLQSLREVKLNNNELETIPNLGPVSANITLLSLAGNRIVE 



DNA3714 0 
P_AAY08095 

DNA3714 0 
P_AAY08095 

DNA3714 0 

P AAY08095 136 VLKLNRNRISAIPPKMFKLPQLQHLELNRNKIKNVDGLTFQGLGALKSLKMQRNGVTKLM 



16 ISRPDLSHNRLSFIKASSMSHLQSLREVKLNNNELETIPNLGPVSANITLLSLAGNRIVE 
136 ILPEHLKEFQSLETLDLSSNNISELQTAFPALQLKYLYLNSNRVTSMEPGYFDNLANTLL 

7 6 ILPEHLKEFQSLETLDLSSNNISELQTAFPALQLKYLYLNSNRVTSMEPGYFDNLANTLL 
196 VLKLNRNRISAIPPKMFKLPQLQHLELNRNKIKNVDGLTFQGLGALKSLKMQRNGVTKLM 



DNA3714 0 256 DGAFWGLSNMEILQLDHNNLTEITKGWLYGLLMLQELHLSQNAINRISPDAWEFCQKLSE 
196 DGAFWGLSNMEILQLDHNNLTEITKGWLYGLLMLQELHLSQNAINRISPDAWEFCQKLSE 



P_AAY08095 
DNA3714 0 

P AAY08095 256 LDLTFNHLSRLDDSSFLGLSLLNTLHIGNNRVSYIADCAFRGLSSLKTLDLKNNEISWTI 



316 LDLTFNHLSRLDDSSFLGLSLLNTLHIGNNRVSYIADCAFRGLSSLKTLDLKNNEISWTI 



DNA3714 0 37 6 EDMNGAFSGLDKLRRLILQGNRIRSITKKAFTGLDALEHLDLSDNAIMSLQGNAFSQMKK 
316 EDMNGAFSGLDKLRRLILQGNRIRSITKKAFTGLDALEHLDLSDNAIMSLQGNAFSQMKK 



P_AAY08095 

DNA37140 
P_AAY08095 

DNA37140 

P AAY08095 4 36 FPKPQITVQPETQSAIKGSNLSFICSAASSSDSPMTFAWKKDNELLHDAEMENYAHLRAQ 



4 36 LQQLHLNTSSLLCDCQLKWLPQWVAENNFQSFVNASCAHPQLLKGRSIFAVSPDGFVCDD 
37 6 LQQLHLNTSSLLCDCQLKWLPQWVAENNFQSFVNASCAHPQLLKGRSI FAVSPDGFVCDD 
4 96 FPKPQITVQPETQSAIKGSNLSFICSAASSSDSPMTFAWKKDNELLHDAEMENYAHLRAQ 



DNA3714 0 556 GGEVMEYTTILRLREVEFASEGKYQCVISNHFGSSYSVKAKLTVNMLPSFTKTPMDLTIR 
P AAY08095 4 96 GGEVMEYTTILRLREVEFASEGKYQCVISNHFGSSYSVKAKLTVNMLPSFTKTPMDLTIR 



DNA3714 0 616 AGAMARLECAAVGHPAPQIAWQKDGGTDFPAARERRMHVMPEDDVFFIVDVKIEDIGVYS 

P__AAY08095 556 AGAMARLECAAVGHPAPQIAWQKDGGTDFPAARERRMHVMPEDDVFFIVDVKIEDIGVYS 

DNA37140 67 6 CTAQNSAGSISANATLTVLETPSFLRPLLDRTVTKGETAVLQCIAGGSPPPKLNWTKDDS 

P_AAY08095 616 CTAQNSAGSISANATLTVLETPSFLRPLLDRTVTKGETAVLQCIAGGSPPPKLNWTKDDS 

DNA3714 0 736 PLVVTERHFFAAGNQLLIIVDSDVSDAGKYTCEMSNTLGTERGNVRLSVIPTPTCDSPQM 

P_AAY08095 67 6 PLVVTERHFFAAGNQLLIIVDSDVSDAGKYTCEMSNTLGTERGNVRLSVI PTPTCDSPQM 

DNA3714 0 796 TAPSLDDDGWATVGVVI IAVVCCVVGTSLVWVVIIYHTRRRNEDCSITNTDETNLPADIP 

P_AAY08095 736 TAPSLDDDGWATVGVVI IAVVCCVVGTSLVWVVI I YHTRRRNEDCSITNTDETNLPADIP 

DNA3714 0 856 SYLSSQGTLADRQDGYVSSESGSHHQFVTSSGAGFFLPQHDSSGTCHIDNSSEADVEAAT 

P_AAY08095 7 96 SYLSSQGTLADRQDGYVSSESGSHHQFVTSSGAGFFLPQHDSSGTCHIDNSSEADVEAAT 

DNA3714 0 916 DLFLCPFLGSTGPMYLKGMVYGSDPFETYHTGCSPDPRTVLMDHYEPSYIKKKECYPCSH 

P_AAY08095 856 DLFLCPFLGSTGPMYLKGNVYGSDPFETYHTGCSPDPRTVLMDHYEPSYIKKKECYPCSH 

DNA37140 976 PSEESCERSFSNISWPSHVRKLLNTSYSHNEGPGMKNLCLNKSSLDFSANPEPASVASSN 

P_AAY08095 916 PSEESCERSFSNISWPSHVRKLLNTSYSHNEGPGMKNLCLNKSSLDFSANPEPASVASSN 

DNA3714 0 1036 SFMGTFGKALRRPHLDAYSSFGQPSDCQPRAFYLKAHSSPDLDSGSEEDGKERTDFQEEN 

P_AAY08095 97 6 SFMGTFGKALRRPHLDAYSSFGpPSDCQPRAFYLKAHSSPDLDSGSEEDGKERTDFQEEN 

DNA37140 1096 HICTFKQTLENYRTPNFQSYDLDT 

P AAY08095 1036 HICTFKQTLENYRTPNFQSYDLDT 



CD 



as 



P AAF724 22 34 81 TCTTACGTAAATTAATGATATAAATCATGATTATTTTATGTATTTTTATAATGCCAGATT 
DNA37 1 4 0 3903 TCTTTTTATGGAAAATGAGTTACTAAAGCATTTTAAATAATACCTGCCTTGTACCATTTT 

P AAF7 2422 3541 TCTTTTTATGGAAAATGAGTTACTAAAGCATTTTAAATAATACCTGCCTTGTACCATTTT 
DNA37 1 4 0 3963 TTAAATAGAAGTTACTTCATTATATTTTGCACATTATATTTAATAAAATGTGTCAATTTG 

P AAF724 22 3601 TTAAATAGAAGTTACTTCATTATATTTTGCACATTATATTTAATAAAATGTGTCAATTTG 
DNA37140 4023 AA 

P_AAF72422 3661 AA 

>9 P AAZ52206 Human PR0335 protein encoding cDNA, UNQ287V. DNA, PAT 18-JQL-20 
(3662 bp) [1 seg] 

Score = 3542 (7022 bits), Expect = 0.0 

Identities - 3542/3542 (100%), at 483,121-4024,3662, Strand +/+ 





DNA3714 0 


4 83 


G G AC T T AAG T C AC AAC AG AT T AT C T T T CAT C AAG G C AAG T T C CAT GAG C C AC C T T C AAAG 


p_ 


AAZ52206 


121 


GGACTTAAGTCACAACAGATTATCTTTCATCAAGGCAAGTTCCATGAGCCACCTTCAAAG 




DNA37140 


543 


CCTTCGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCAGT 


p_ 


AAZ52206 


181 


CCTTCGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCAGT 




DNA3714 0 


603 


CTCGGCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCTGA 


p_ 


_AAZ52206 


241 


CTCGGCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCTGA 




DNA37140 


663 


ACATCTGAAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCAGA 


p_ 


_AAZ52206 


301 


AC AT C TG AAAG AGT T T CAG T C CC T T G AAAC T T T GG ACC T T AGC AGCAAC AAT AT T T CAG A 




DNA37140 


723 


GCTCCAAACTGCATTTCCAGCCCTACAGCTCAAATATCTGTATCTCAACAGCAACCGAGT 


p_ 


AAZ52206 


361 


GCTCCAAACTGCATTTCCAGCCCTACAGCTCAAATATCTGTATCTCAACAGCAACCGAGT 




DNA3714 0 


783 


CACATCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTTAAAGCT 


p_ 


_AAZ52206 


421 


CACATCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTTAAAGCT 




DNA3714 0 


843 


GAACAGGAACCGAATCTCAGCTATCCCACCCAAGATGTTT7^ACTGCCCCAACTGCAACA 


p 


AAZ52206 


481 


GAACAGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAACA 




DNA3714 0 


903 


TCTCGAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCAAGGCCTTGG 
+ + ^ + + + + + + ^ + ^ + + + + + + + + + + ^ + + + + + * + * 


p^ 


_AAZ52206 


541 


TCTCGAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCAAGGCCTTGG 




DNA3714 0 


963 


TGCTCTGAAGTCTCTGAAAATGCAAAGAAATGGAGTAACGAAACTTATGGATGGAGCTTT 


p 


AAZ52206 


601 


TGCTCTGAAGTCTCTGAAAATGCAAAGAAATGGAGTAACGAAACTTATGGATGGAGCTTT 




DNA37140 


1023 


TTGGGGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAACAACCTAACAGAGATTAC 



o 

P AAZ52206 661 TTGGGGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAACAACCTAACAGAGATTAC t 



DNA3 7140 1083 CAAAGGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCCAT 

P AAZ52206 721 CAAAGGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCCAT 

DNA3 7140 1143 CAACAGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCT AAC 

P_AAZ52206 781 CAACAGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTAAC 

DNA3714 0 1203 TTTCAATCACTTATCAAGGTTAGATGATTCAAGCTTCCTTGGCCTAAGCTTACTAAATAC 

P AAZ52206 841 TTTCAATCACTTATCAAGGTTAGATGATTCAAGCTTCCTTGGCCTAAGCTTACTAAATAC 

DNA3714 0 12 63 ACTGCACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTTTC 

P_AAZ52206 901 ACTGCACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTTTC 

DNA3714 0 132 3 CAGTTTAAAGACTTTGGATCTGAAGAACAATGAAATTTCCTGGACTATTGAAGACATGAA 

P_AAZ 52206 961 CAGTTTAAAGACTTTGGATCTGAAGAACAATGAAATTTCCTGGACTATTGAAGACATGAA 

DNA37 14 0 13 8 3 TGGTGCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATCCG 

P__AAZ522 06 1021 TGGTGCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATCCG 

DNA37 14 0 14 4 3 TTCTATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGTGA 

P_AAZ52206 1081 TTCTATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGTGA 

DNA3 7140 1503 CAACGCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAATT 

P_AAZ52206 1141 CAACGCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAATT 

DNA3714 0 15 63 GCATTTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGGGT 

P_AAZ522 06 12 01 GCATTTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGGGT 

DNA3 714 0 162 3 GGCGGAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTAAA 

P_AAZ 52206 1261 GGCGGAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTAAA 

DNA3 7140 1683 AGGAAGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCAAACC 

P AAZ52206 1321 AGGAAGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCA7\ACC 

DNA37 14 0 17 4 3 CCAGATCACGGTTCAGCCAGAAACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTCAT 

P_AAZ52 20 6 1381 CCAGATCACGGTTCAGCCAGAAACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTCAT 

DNA37 14 0 18 0 3 CTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAATGA 

P_AAZ52206 14 41 CTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAATGA 

DNA3714 0 18 63 ACTACTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAGGT 

P AAZ52206 1501 ACTACTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAGGT 



DNA3714 0 
P_AAZ52206 

DNA3714 0 
P_AAZ52206 
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P_AAZ52206 
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DNA3714 0 
P__AAZ52206 

DNA3714 0 
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DNA3714 0 
P_AAZ52206 
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DNA3714 0 
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DNA3714 0 
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DNA3714 0 
P_AAZ52206 

DNA3714 0 
P AAZ52206 



1923 GATGGAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAATA 
************************************ 

1561 GATGGAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAATA 

198 3 TCAGTGTGTCATCTCCAATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACAGT 
************************************************************ 

1621 TCAGTGTGTCATCTCCAATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACAGT 

204 3 AAATATGCTTCCCTCATTCACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCCAT 
************************************************************ 

1681 AAATATGCTTCCCTCATTCACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCCAT 

2103 GGCACGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAGGA 
************************************************************ 

17 41 GGCACGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAGGA 

2163 TGGGGGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGATGA 
************************************************************ 

1801 TGGGGGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGATGA 

2 223 CGTGTTCTTTATCGTGGATGTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCTCA 
************************************************************ 

18 61 CGTGTTCTTTATCGTGGATGTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCTCA 

2283 GAACAGTGCAGGAAGTATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCATT 
************************************************************ 

1921 GAACAGTGCAGGAAGTATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCATT 

234 3 TTTGCGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTACAGTGCAT 
************************************************************ 

1981 TTTGCGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTACAGTGCAT 
2 4 03 TGCTGGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGAT AGCCCATTGGTGGT 

************************************************************ 

204 1 TGCTGGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGATAGCCCATTGGTGGT 

24 63 AACCGAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGATGT 
************************************************************ 

2101 AACCGAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGATGT 

2 52 3 CAGTGATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGGAAA 
************************************************************ 

2161 CAGTGATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGGAAA 

2 5 8 3 CGTGCGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCCCATC 
************************************************************ 

2221 CGTGCGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCCCATC 

2 64 3 GTTAGACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGTGT 
************************************************************ 

22 81 GTTAGACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGTGT 

2 7 0 3 GGTGGGCACGTCACTCGTGTGGGTGGTCATCATATACCACACAAGGCGGAGGAATGAAGA 
************************************************************ 

2 34 1 GGTGGGCACGTCACTCGTGTGGGTGGTCATCATATACCACACAAGGCGGAGGAATGAAGA 



DNA3714 0 27 63 TTGCAGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTGTC 

P AAZ52206 2401 TTGCAGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTGTC \-<^ 

DNA3 7140 2823 ATCTCAGGGAACGTTAGCTGACAGGCAGGATGGGTACGTGTCTTCAGAAAGTGGAAGCCA 

P AAZ52206 24 61 ATCTCAGGGAACGTTAGCTGACAGGCAGGATGGGTACGTGTCTTCAGAAAGTGGAAGCCA 



DNA37 14 0 28 83 CCACCAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGTGG Y/\ 
P AAZ52206 2521 CCACCAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGTGG 



DNA37 14 0 2 94 3 GACCTGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTCCT 

P AAZ52206 2581 GACCTGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTCCT 

DNA37 14 0 3003 TTGTCCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCAGA 

P AAZ52206 2641 TTGTCCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCAGA 

DNA3714 0 30 63 TCCTTTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGACCA 

P AAZ52206 2701 TCCTTTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGACCA 

DNA37 14 0 3123 CTATGAGCCCAGTTACATAAAG7\AAAAGGAGTGCTACCCATGTTCTCATCCTTCAGAAGA 

P_AAZ 52206 2761 CTATGAGCCCAGTTACATAAAGAAAAAGGAGTGCTACCCATGTTCTCATCCTTCAGAAGA 

DNA3 7140 3183 ATCCTGCGAACGGAGCTTC AGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTTAA 

P_AAZ 5 2206 2821 ATCCTGCGAACGGAGCTTCAGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTT AA 

DNA3714 0 324 3 CACTAGTTACTCTCACAATGAAGGACCTGG7\ATGAAAAATCTGTGTCTAAACAAGTCCTC 

P_AAZ 52206 2881 CACT AGTTACTCTCACAATGAAGGACCTGGAATGAAAAATCTGTGTCTAAACAAGTCCTC 

DNA3714 0 3303 TTTAGATTTTAGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATGGG 

P_AAZ522 0 6 2 941 TTTAGATTTTAGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATGGG 

DNA3714 0 3363 TACCTTTGGAAAAGCTCTCAGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAGCC 

P_AAZ522 0 6 3001 TACCTTTGGAAAAGCTCTCAGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAGCC 

DNA37 14 0 34 2 3 ATCAGATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGACTC 

P_AAZ522 0 6 3061 ATCAGATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGACTC 

DNA37 14 0 34 8 3 TGGGTCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGTAC 

P_AAZ 52 2 0 6 3121 TGGGTCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGTAC 

DNA37 1 4 0 354 3 CTTTAAACAGACTTTAGAAAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGACAC 

P_AAZ 52206 3181 CTTTAAACAGACTTT AGAAAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGACAC 

DNA3714 0 3603 ATAGACTGAATGAGACCAAAGGAAAAGCTTAACATACTACCTCAAGTGAACTTTTATTTA 



I 



P_AAZ52206 3241 ATAGACTGAATGAGACCAAAGGAAAAGCTTAACATACTACCTCAAGTGAACTTTTATTTA 

DNA3714 0 3663 AAAG AG AG AG AAT C T TAT G T T T T T T AAAT G G AGT T AT G AAT T T T AAAAG G AT AAAAATGC 
P AAZ52206 3301 AAAGAGAGAGAATCTTATGTTTTTTAAATGGAGTTATGAATTTTAAAAGGATAAAAATGC 

DNA3714 0 37 23 TTTATTTATACAGATGAACCAAAATTACAAAAAGTTATGAAAATTTTTATACTGGGAATG 
P AAZ52206 3361 T TT AT T TAT AC AG AT G AACC AAAAT T AC AAAAAGT T ATG AAAAT T T T TAT AC T GGG AAT G 

DNA3 714 0 37 83 ATGCTCATATAAGAATACCTTTTTAAACTATTTTTTAACTTTGTTTTATGCAAAAAAGTA 
P AAZ5220 6 34 21 ATGC T C AT AT AAG AAT ACC T T T T T AAAC TAT T T T T T AAC T T T G T T T T AT GC AAAAAAG T A 

DNA37 14 0 38 4 3 TCTTACGTAAATTAATGATATAAATCATGATTATTTTATGTATTTTTATAATGCCAGATT 
P AAZ5220 6 34 81 TCTTACGTAAATTAATGATATAAATCATGATTATTTTATGTATTTTTATAATGCCAGATT 

DNA3 7140 3903 TCTTTTTATGGAAAATGAGTTACTAAAGCATTTTAAATAATACCTGCCTTGTACCATTTT 
P AAZ52206 3541 TCTTTTTATGGAAAATGAGTTACTAAAGCATTTTAAATAATACCTGCCTTGTACCATTTT 

DNA3 7140 3963 TTAAATAGAAGTTACTTCATTATATTTTGCACATTATATTTAATAAAATGTGTCAATTTG 
P AAZ52206 3601 TTAAATAGAAGTTACTTCATTATATTTTGCACATTATATTTAATAAAATGTGTCAATTTG 

DNA37140 4023 AA 
P_AAZ52206 3661 AA 

>10 P_AAX52264 Protein PR0335 cDNA clone DNA4 1388-1234 . DNA, PAT 25-JUN-1999 
(3662 bp) [1 seg] 

Score = 3542 {7022 bits), Expect = 0.0 

Identities = 3542/3542 (100%), at 4 83,121-4024,3662, Strand +/+ 

DNA3714 0 4 83 GGACTTAAGTCACAACAGATTATCTTTCATCAAGGCAAGTTCCATGAGCCACCTTCAAAG 

P_AAX522 64 121 GGACTTAAGTCACAACAGATTATCTTTCATCAAGGCAAGTTCCATGAGCCACCTTCAAAG 

DNA37 1 4 0 54 3 CCTTCGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCAGT 
St**************************************** 
P_AAX52264 181 CCTTCGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCAGT 

DNA3714 0 603 CTCGGCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCTGA 

P_AAX522 64 241 CTCGGCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCTGA 

DNA3714 0 663 ACATCTGAAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCAGA 

P AAX522 64 301 ACATCTGAAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCAGA 

DNA37 14 0 7 2 3 GCTCCAAACTGCATTTCCAGCCCTACAGCTCAAATATCTGTATCTCAACAGCAACCGAGT 

P_AAX522 64 361 GCTCCAAACTGCATTTCCAGCCCTACAGCTCAAATATCTGTATCTCAACAGCAACCGAGT 

DNA3 714 0 7 8 3 CACATCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTTAAAGCT 



P__AAX52264 421 CACATCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTTAAAGCT 

DNA37 14 0 8 4 3 GAACAGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAACA 

P_AAX5 2 2 64 4 81 GAACAGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAACA 

DNA3714 0 903 TCTCGAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCAAGGCCTTGG 

P_AAX522 64 541 TCTCGAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCAAGGCCTTGG 

DNA3 714 0 963 TGCTCTGAAGTCTCTGAAAATGCAAAGAAATGGAGTAACGAAACTTATGGATGGAGCTTT 

P_AAX522 64 601 T GC T C T GAAG T C T C T G AAAAT GC AAAG AAAT GG AG T AACG AAAC T T AT GG AT GGAGC T T T 

DNA3 7140 1023 TTGGGGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAACAACCTAACAGAGATTAC 

P_AAX 52264 661 TTGGGGGCTGAGCAACATGGAAATTTTGCAGCTGGACCAT AACAACCTAACAGAGATTAC 

DNA3714 0 1083 CAAAGGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCCAT 

P_AAX52264 721 CAAAGGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCCAT 

DNA3 714 0 114 3 CAACAGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTAAC 

P_AAX522 64 7 81 CAACAGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTAAC 

DNA3714 0 1203 TTTCAATCACTTATCAAGGTTAGATGATTCAAGCTTCCTTGGCCTAAGCTTACTAAATAC 

P_AAX522 64 841 TTTCAATCACTTATCAAGGTTAGATGATTCAAGCTTCCTTGGCCTAAGCTTACTAAATAC 

DNA3714 0 12 63 ACTGCACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTTTC 

P_AAX522 64 901 ACTGCACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTTTC 

DNA37 14 0 132 3 CAGTTTAAAGACTTTGGATCTGAAGAACAATGAAATTTCCTGGACTATTGAAGACATGAA 

P_AAX52264 961 CAGTTTAAAGACTTTGGATCTGAAGAACAATGAAATTTCCTGGACTATTGAAGACATGAA 

DNA3714 0 138 3 TGGTGCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATCCG 

P_AAX522 64 1021 TGGTGCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATCCG 

DNA37 1 4 0 14 4 3 TTCTATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGTGA 

P_AAX522 64 1081 TTCTATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGTGA 

DNA3 714 0 1503 CAACGCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAATT 

P_AAX522 64 114 1 CAACGCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAATT 

DNA37 1 4 0 15 63 GCATTTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGGGT 

P_AAX522 64 12 01 GCATTTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGGGT 

DNA3714 0 162 3 GGCGGAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTAAA 



P_AAX52264 12 61 GGCGGAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTAAA 

\ 



DNA37 14 0 1683 AGGAAGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCAAACC 
****************** 

P AAX52264 1321 AGGAAGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCAAACC 



% 

DNA37 140 1743 CCAGATCACGGTTCAGCCAGAAACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTCAT ^ 
************************************************************ 

P_AAX5 2 2 64 1381 CCAGATCACGGTTCAGCCAGAAACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTCAT 

DNA3 7140 1803 CTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAATGA W 
************************************************************ - ' ■ 

P_AAX522 64 14 41 CTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAATGA 

DNA3714 0 18 63 ACTACTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAGGT 
************************************************************ 

P_AAX522 64 1501 ACTACTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAGGT 
DNA3714 0 1923 GATGGAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAATA 

************************************************************ 

P_AAX522 64 15 61 GATGGAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAATA 

DNA3 7140 1983 TCAGTGTGTCATCTCCAATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACAGT 
************************************************************ 

P_AAX522 64 1621 TCAGTGTGTCATCTCCAATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACAGT 

DNA3 7140 2043 AAATATGCTTCCCTCATTCACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCCAT 
************************************************************ 

P_AAX522 64 1681 AAATATGCTTCCCTCATTCACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCCAT 

DNA3 7140 2103 GGCACGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGAT AGCCTGGCAGAAGG A 
************************************************************ 

P_AAX52264 1741 GGCACGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAGGA 

DNA37 14 0 2163 TGGGGGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGATGA 
************************************************************ 

P_AAX522 64 1801 TGGGGGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGATGA 

DNA3714 0 2223 CGTGTTCTTTATCGTGGATGTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCTCA 
************************************************************ 

P__AAX522 64 18 61 CGTGTTCTTTATCGTGGATGTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCTCA 

DNA3714 0 228 3 GAACAGTGCAGGAAGTATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCATT 
************************************************************ 

P_AAX522 64 1921 GAACAGTGCAGGAAGTATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCATT 

DNA37 14 0 23 4 3 TTTGCGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTACAGTGCAT 
************************************************************ 

P_AAX522 64 1981 TTTGCGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTACAGTGCAT 
DNA37 1 4 0 24 0 3 TGCTGGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGATAGCCCATTGGTGGT 

************************************************************ 

P_AAX52264 2041 TGCTGGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGATAGCCCATTGGTGGT 

DNA37 1 4 0 2 4 63 AACCGAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGATGT 
************************************************************ 

P AAX52264 2101 AACCGAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGATGT 



DNA37 140 2523 CAGTGATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGGAAA 
*************************************** 

P_AAX522 64 2161 CAGTGATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGGAAA 

DNA3 7140 2583 CGTGCGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCCCATC 
************************************************************ 

P_AAX522 64 2221 CGTGCGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCCCATC 
DNA3 7140 2643 GTTAGACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGTGT 

************************************************************ 

P_AAX 52264 2281 GTTAGACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGTGT 

DNA3 7140 2703 GGTGGGCACGTCACTCGTGTGGGTGGTCATCAT ATACCACACAAGGCGGAGGAATGAAGA 
************************************************************ 

P_AAX52264 2341 GGTGGGCACGTCACTCGTGTGGGTGGTCATCATATACCACACAAGGCGGAGGAATGAAGA 

DNA3714 0 27 63 TTGCAGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTGTC 
************************************************************ 

P_AAX52264 24 01 TTGCAGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTGTC 

DNA37 14 0 28 2 3 ATCTCAGGGAACGTTAGCTGACAGGCAGGATGGGTACGTGTCTTCAGAAAGTGGAAGCCA 
************************************************************ 

P_AAX522 64 2 4 61 ATCTCAGGGAACGTTAGCTGACAGGCAGGATGGGTACGTGTCTTCAGAAAGTGGAAGCCA 

DNA37 14 0 2883 CCACCAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGTGG 
************************************************************ 

P_AAX522 64 2521 CCACCAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGTGG 

DNA3 7140 2943 GACCTGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTCCT 

************************************************************ 

* 

P_AAX52264 2581 GACCTGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTCCT 

DNA3714 0 3003 TTGTCCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCAGA 
**** ++ ****************************************************** 

P_AAX522 64 2 641 TTGTCCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCAGA 

DNA3714 0 30 63 TCCTTTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGACCA 
************************************************************ 

P_AAX522 64 27 01 TCCTTTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGACCA 

DNA37 14 0 312 3 CTATGAGCCCAGTTACATAAAGAAAAAGGAGTGCTACCCATGTTCTCATCCTTCAGAAGA 
************************************************************ 

?_AAX522 64 27 61 CTATGAGCCCAGTTACATAAAGAAAAAGGAGTGCTACCCATGTTCTCATCCTTCAGAAGA 

DNA3 7140 3183 ATCCTGCGAACGGAGCTTCAGT AATATATCGTGGCCTTCACATGTGAGGAAGCTACTTAA 
****+******************************************************* 

P_AAX52 2 64 2 8 21 ATCCTGCGAACGGAGCTTCAGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTTAA 

DNA37 14 0 32 4 3 CACTAGTTACTCTCACAATGAAGGACCTGGAATGAAAAATCTGTGTCTAAACAAGTCCTC 
************************************************************ 

?_AAX522 64 28 81 CACTAGTTACTCTCACAATGAAGGACCTGGAATGAAAAATCTGTGTCTAAACAAGTCCTC 

DNA3714 0 3303 TTTAGATTTTAGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATGGG 
***************** ******************************************* 

? AAX52264 294 1 TTTAGATTTTAGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATGGG 



DNA3714 0 3363 TACCTTTGGAAAAGCTCTCAGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAGCC 
****************************************************+***+*** 

P_AAX522 64 3001 TACCTTTGGAAAAGCTCTCAGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAGCC 

DNA3 7140 3423 ATCAGATTGTCAGCCAAGAGCCTTTT ATTTGAAAGCTCATTCTTCCCCAGACTTGGACTC 
************************************************************ 

P_AAX522 64 30 61 ATCAGATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGACTC 

DNA3 7140 3483 TGGGTCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGTAC 
************************************************************ 

P_AAX52264 3121 TGGGTCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGTAC 

DNA37 1 4 0 35 4 3 CTTTAAACAGACTTTAGAAAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGACAC 
************************************************************ 

P_AAX52264 3181 CTTTAAACAGACTTTAGAAAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGACAC 

DNA37 14 0 3603 ATAGACTGAATGAGACCAAAGGAAAAGCTTAACATACTACCTCAAGTGAACTTTTATTTA 
************************************************************ 

P_AAX522 64 3241 ATAGACTGAATGAGACCAAAGGAAAAGCTTAACATACTACCTCAAGTGAACTTTTATTTA 

DNA3714 0 3663 AAAGAGAGAGAATCTTATGTTTTTTAAATGGAGTTATGAATTTTAAAAGGATAAAAATGC 
************************************************************ 

P_AAX522 64 3301 AAAGAGAGAGAATCTTATGTTTTTTAAATGGAGTTATGAATTTTAAAAGGATAAAAATGC 
DNA37 140 3723 TTTATTTATACAGATGAACCA7VAATTACAAAAAGTTATGAAAATTTTTATACTGGGAATG 

************************************************************ 

P_AAX522 64 33 61 TTTATTTATACAGATG7VACCAAAATTACAAAAAGTTATGAAAATTTTTATACTGGGAATG 

DNA37 14 0 37 8 3 ATGCTCATATAAGAATACCTTTTTAAACTATTTTTTAACTTTGTTTTATGCAAAAAAGTA 
************************************************************ 

P_AAX522 64 34 21 ATGCTCATATAAGAATACCTTTTTAAACTATTTTTT7\ACTTTGTTTTATGCAAAAAAGTA 

DNA37 14 0 38 4 3 TCTTACGTAAATTAATGATATAAATCATGATTATTTTATGTATTTTTATAATGCCAGATT 
************************************************************ 

P_AAX522 64 34 81 TCTTACGTAAATTAATGATATAAATCATGATTATTTTATGTATTTTTATAATGCCAGATT 

DNA3714 0 3903 TCTTTTTATGGAAAATGAGTTACTAAAGCATTTTAAAT/^ATACCTGCCTTGTACCATTTT 
************************************************************ 

P_AAX522 64 3541 TCTTTTTATGGAAAATGAGTTACTAAAGCATTTT7VAATAATACCTGCCTTGTACCATTTT 

DNA37 14 0 3 9 63 TTAAATAGAAGTTACTTCATTATATTTTGCACATTATATTTAATAAAATGTGTCAATTTG 
****************************************** 

P_AAX52264 3601 TTAAATAGAAGTTACTTCATTATATTTTGCACATTATATTTAATAAAATGTGTCAATTTG 

DNA37140 4023 AA 
* * 

P_AAX52264 3661 AA 

>11 P_AAX37725 Human PRC335 DNA fragment #2. (3598 bp) [1 seg] 
Score - 3542 (7022 bits), Expect = 0.0 

Identities = 3542/3542 (100%), at 4 8 3,57-4 024,3598, Strand + / + 

DNA37 14 0 4 8 3 GGACTTAAGTCACAACAGATTATCTTTCATCAAGGCAAGTTCCATGAGCCACCTTCAAAG 
************************************************************ 

P AAX3772 5 5 7 GGACTTAAGTCACAACAGATTATCTTTCATCAAGGCAAGTTCCATGAGCCACCTTCAAAG 



DNA3714 0 



54 3 CCTTCGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCAGT 



************************************************************ 
P AAX37725 117 CCTTCGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCAGT 

If 

DNA3714 0 603 CTCGGCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCTGA -\ 
************************************************************ 

P AAX37725 177 CTCGGCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCTGA 



DNA3714 0 663 ACATCTGAAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCAGA 
********************************** 

P AAX37725 237 ACATCTGAAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCAGA 

DNA3714 0 7 23 GCTCCAAACTGCATTTCCAGCCCTACAGCTCAAATATCTGTATCTCAACAGCAACCGAGT 
************************************************************ 

P AAX37725 297 GCTCCAAACTGCATTTCCAGCCCTACAGCTCAAATATCTGTATCTCAACAGCAACCGAGT 

DNA3714 0 78 3 CACATCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTTAAAGCT 
************************************************************ 
P AAX37725 357 CACATCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTTAAAGCT 

DNA3714 0 84 3 GAACAGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAACA 
************************************************************ 

P_AAX37 72 5 417 GAACAGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAACA 

DNA3 714 0 903 TCTCGAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCAAGGCCTTGG 
************************************************************ 

P AAX37 725 477 TCTCGAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCAAGGCCTTGG 

DNA3 714 0 9 63 TGCTCTGAAGTCTCTGAAAATGCAAAGAAATGGAGTAACGAAACTTATGGATGGAGCTTT 
************************************************************ 

P_AAX37 72 5 537 TGCTCTGAAGTCTCTGAAAATGCATVAGAAATGGAGTAACGAAACTTATGGATGGAGCTTT 

DNA3 7140 1023 TTGGGGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAACAACCTAACAGAGATTAC 
************************************************************ 

P_AAX37 725 5 97 TTGGGGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAACAACCTAACAGAGATTAC 

DNA37 14 0 108 3 CAAAGGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCCAT 
************************************************************ 

P_AAX37 725 657 CAAAGGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCCAT 

DNA37 14 0 114 3 CAACAGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTAAC 
************************************************************ 

P_AAX37 72 5 717 CAACAGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTAAC 

DNA3714 0 1203 TTTC/^ATCACTTATCAAGGTTAGATGATTCAAGCTTCCTTGGCCTAAGCTTACTAAATAC 
************************************************************ 

P AAX37725 777 TTTCAATCACTTATCAAGGTTAGATGATTCAAGCTTCCTTGGCCTAAGCTTACTAAATAC 

DNA3714 0 12 63 ACTGCACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTTTC 
************************************************************ 

P_AAX37 72 5 8 37 ACTGCACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTTTC 

DNA3714 0 132 3 CAGTTTAAAGACTTTGGATCTGAAGAACAATGT^VATTTCCTGGACTATTGAAGACATGAA 
************************************************** ********** 

P AAX37 72 5 8 97 CAGTTTAAAGACTTTGGATCTGAAGAACAATGAAATTTCCTGGACTATTGAAGACATGAA 

DNA37 14 0 138 3 TGGTGCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATCCG 
************************************************************ 



CO 



P_AAX 37725 957 TGGTGCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATCCG 

DNA37 1 4 0 14 4 3 TTCTATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGTGA 
**************** ****** ************************************** 

P_AAX3 7 7 25 1017 TTCTATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGTGA 

DNA37 14 0 1503 CAACGCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAATT 
************************************************************ 

P_AAX3 7 725 107 7 CAACGCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAATT 

DNA3 7140 1563 GCATTTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGGGT 
************************************************************ 

P_AAX3772 5 1137 GCATTTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGGGT 

DNA3714 0 1623 GGCGGAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTAAA 
************************************************************ 

P_AAX3772 5 1197 GGCGGAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTAAA 

DNA3 7140 1683 AGGAAGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCAAACC 
************************************************************ 

P_AAX37 725 1257 AGGAAGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCAAACC 

DNA37 1 4 0 17 4 3 CCAGATCACGGTTCAGCCAGAAACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTCAT 
************************************************************ 

P__AAX 37725 1317 CCAGATCACGGTTCAGCCAGAAACACAGTCGGCAAT AAAAGGTTCCAATTTGAGTTTCAT 

DNA37 1 4 0 18 03 CTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAATGA 
************************************************************ 

P_AAX 37725 1377 CTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAATGA 

DNA3 7140 1863 ACTACTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAGGT 
************************************************************ 

P_AAX37 7 25 14 37 ACTACTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAGGT 

DNA3 7140 1923 GATGGAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAATA 
************************************************************ 

P_AAX37 7 25 14 97 GATGGAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAATA 

DNA3714 0 1983 TCAGTGTGTCATCTCCAATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACAGT 
************************************************************ 

P_AAX3772 5 1557 TCAGTGTGTCATCTCCAATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACAGT 

DNA37 14 0 204 3 AAATATGCTTCCCTCATTCACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCCAT 
************************************************************ 

P_AAX3 7 7 2 5 1617 AAATATGCTTCCCTCATTCACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCCAT 

DNA3714 0 2103 GGCACGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAGGA 
************************************************************ 

P_AAX37 7 25 167 7 GGCACGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAGGA 

DNA37 1 4 0 2163 TGGGGGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGATGA 
************************************************************ 

P_AAX3772 5 17 37 TGGGGGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGATGA 

DNA37 1 4 0 2 22 3 CGTGTTCTTTATCGTGGATGTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCTCA 
************************************************************ 

P AAX37725 1797 CGTGTTCTTTATCGTGGATGTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCTCA 



DNA3 7140 2283 GAACAGTGCAGGAAGTATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCATT 

P_AAX 37725 1857 GAACAGTGCAGGAAGTATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCATT 

DNA37 14 0 234 3 TTTGCGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTACAGTGCAT 

P_AAX3 7 7 2 5 1917 TTTGCGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTACAGTGCAT 

DNA3 7140 2403 TGCTGGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGATAGCCCATTGGTGGT 

P_AAX37 725 1977 TGCTGGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGATAGCCCATTGGTGGT 

DNA3714 0 24 63 AACCGAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGATGT 

P_AAX 37725 2037 AACCGAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGATGT 

DNA3 7140 2523 CAGTGATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGGAAA 

P_AAX3 7 725 2097 CAGTGATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGGAAA 

DNA3 7140 2583 CGTGCGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCCCATC 

P_AAX377 25 2157 CGTGCGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCCCATC 

DNA37 14 0 2 64 3 GTTAGACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGTGT 

P_AAX3 7 725 2217 GTTAGACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGTGT 

DNA3 7140 2703 GGTGGGCACGTCACTCGTGTGGGTGGTCATCATATACCACACAAGGCGGAGGAATGAAGA 

P_AAX 37725 2277 GGTGGGCACGTC ACTCGTGTGGGTGGTCATCATATACCAC ACAAGGCGGAGGAATGAAGA 

DNA37 14 0 27 63 TTGCAGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTGTC 

P_AAX3 7 7 2 5 2 3 37 TTGCAGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTGTC 

DNA3 714 0 2823 ATCTCAGGGAACGTT AGCTGACAGGCAGGATGGGTACGTGTCTTCAGAAAGTGGAAGCCA 

P_AAX3 7 7 2 5 2 397 ATCTCAGGGAACGTT AGCTGACAGGCAGGATGGGTACGTGTCTTCAGAAAGTGGAAGCCA 

DNA37 14 0 2 88 3 CCACCAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGTGG 

P_AAX3772 5 2 4 57 CCACCAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGTGG 

DNA37 1 4 0 2 94 3 GACCTGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTCCT 

P_AAX3 7 7 2 5 2517 GACCTGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTCCT 

DNA3714 0 3003 TTGTCCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCAGA 

P_AAX37 725 2 57 7 TTGTCCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCAGA 

DNA3714 0 30 63 TCCTTTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGACCA 

P AAX37725 2637 TCCTTTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGACCA 



DNA37 1 40 3123 CTATGAGCCCAGTTACATAAAGAAAAAGGAGTGCTACCCATGTTCTCATCCTTCAGAAGA 
******************************* 

AAX3 7 7 25 2 697 CTATGAGCCCAGTTACATAAAGAAAAAGGAGTGCTACCCATGTTCTCATCCTTCAGAAGA 

DNA3 7140 3183 ATCCTGCGAACGGAGCTTCAGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTTAA 
**********+************************************************* 

AAX37 7 25 27 57 ATCCTGCGAACGGAGCTTCAGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTTAA 

DNA3714 0 324 3 CACTAGTTACTCTCACAATGAAGGACCTGGAATGAAAAATCTGTGTCTAAACAAGTCCTC 
************************************************************ 

AAX3 7 725 2817 CACTAGTTACTCTCACAATGAAGGACCTGGAATGAAAAATCTGTGTCTAAACAAGTCCTC 

DNA37140 3303 TTTAGATTTTAGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATGGG 
************************************************************ 

AAX37 7 25 2877 TTTAGATTTTAGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATGGG 

DNA3714 0 3363 TACCTTTGGAAAAGCTCTCAGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAGCC 
*********+**+*********************************************** 

AAX37 7 25 2 937 TACCTTTGGAAAAGCTCTCAGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAGCC 

DNA3714 0 34 23 ATCAGATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGACTC 
************************************************************ 

AAX37 725 2 997 ATCAGATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGACTC 

DNA37 14 0 34 8 3 TGGGTCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGTAC 
************************************************************ 

AAX 37725 3057 TGGGTCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGT AC 

DNA37 1 4 0 354 3 CTTTAAACAGACTTTAGAAAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGACAC 
************************************************************ 

AAX37 7 25 3117 CTTTAAACAGACTTTAGAAAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGACAC 

i 

DNA37140 3603 ATAGACTGAATGAGACCAAAGGAAAAGCTTAACATACTACCTCAAGTGAACTTTTATTTA 
************************************************************ 

AAX 37725 3177 AT AGACTGAATGAGACCAAAGGAAAAGCTTAACATACTACCTC AAGTGAACTTTT ATTTA 

DNA3 7140 3663 AAAGAGAGAGAATCTTATGTTTTTTAAATGGAGTTATGAATTTTAAAAGGATAAAAATGC 
************************************************************ 

AAX37 7 25 3237 AAAG AG AG AG AAT C T T ATG T T T T T T AAAT G GAG T T AT G AAT T T T AAAAGG AT AAAAAT G C 

DNA37 1 4 0 37 2 3 TTTATTTATACAGATGAACCAAAATTACAAAAAGTTATGAAAATTTTTATACTGGGAATG 
************************************************************ 

AAX37 7 25 32 97 TTTATTTATACAGATGAACCAAAATTACAAAAAGTTATGAAAATTTTTATACTGGGAATG 

DNA37 14 0 37 8 3 ATGCTCATATAAGAATACCTTTTTAAACTATTTTTTAACTTTGTTTTATGCAAAAAAGTA 
************************************************************ 

AAX37 7 25 33 57 ATGCTCATATAAGAATACCTTTTTAAACTATTTTTTAACTTTGTTTTATGCAAAAAAGTA 

DNA3 7140 3843 TCTTACGTAAATTAATGATATAAATCATGATTATTTTATGTATTTTTATAATGCCAGATT 
************************************************************ 

AAX37725 3417 TCTTACGTAAATTAATGATATAAATCATGATTATTTTATGTATTTTTATAATGCCAGATT 

DNA37140 3903 TCTTTTTATGGAAAATGAGTT ACT AAAGCATTTT AAAT AAT ACCTGCCTTGTACCATTTT 
************************************************************ 

AAX37 7 25 34 7 7 TCTTTTT ATGGAAAATGAGTT ACT AAAGCATTTT AAATAAT ACCTGCCTTGTACCATTTT 
DNA37 14 0 3963 TTAAATAGAAGTTACTTCATTATATTTTGCACATTATATTTAATAAAATGTGTCAATTTG 



P AAX37725 3537 TTAAATAGAAGTTACTTCATTATATTTTGCACATTATATTTAATAAAATGTGTCAATTTG 

DNA37140 4023 AA 

P_AAX37725 3597 AA 

>12 AX098383 Sequence 9 from Patent WO0119991. (3662 bp) [1 seg] 
Score = 3542 (7022 bits), Expect = 0.0 

Identities = 3542/3542 (100%), at 483,121-4024,3662, Strand + / + 

DNA37 14 0 4 8 3 GGACTTAAGTCACAACAGATTATCTTTCATCT^GGCAAGTTCCATGAGCCACCTTCAAAG 

AX098383 121 GGACTTAAGTCACAACAGATTATCTTTCATCAAGGCAAGTTCCATGAGCCACCTTCAAAG 

DNA37 14 0 54 3 CCTTCGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCAGT 

AX098383 181 CCTTCGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCAGT 

DNA37 14 0 603 CTCGGCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCTGA 

AX098383 241 CTCGGCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCTGA 

DNA37 14 0 6 63 ACATCTGAAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCAGA 

AX098 383 301 ACATCTGAAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCAGA 

DNA37 14 0 7 2 3 GCTCCAAACTGCATTTCCAGCCCTACAGCTCAAATATCTGTATCTC7VACAGCAACCGAGT 

AX098 38 3 361 GCTCCAAACTGCATTTCCAGCCCTACAGCTCAAATATCTGTATCTCAACAGCAACCGAGT 

DNA3 714 0 7 8 3 CACATCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTTAAAGCT 

AX098 38 3 421 CACATCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTTAAAGCT 

DNA3714 0 84 3 GAACAGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAACA 

AX098 38 3 481 GAACAGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAACA 

DNA3714 0 90 3 TCTCGAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCAAGGCCTTGG 

AX098 38 3 541 TCTCGAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCAAGGCCTTGG 

DNA37 14 0 963 TGCTCTGAAGTCTCTGAAAATGCAAAGAAATGGAGTAACGAAACTTATGGATGGAGCTTT 

AX098 38 3 601 TGCTCTGAAGTCTCTG7VAAATGCAAAGAAATGGAGTAACGAAACTTATGGATGGAGCTTT 

DNA37140 1023 TTGGGGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAACAACCTAACAGAGATTAC 

AXO 98 3 8 3 661 TTGGGGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAACAACCTAACAGAGATTAC 

DNA37140 1083 CAAAGGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCC AT 

AX098 38 3 721 CAAAGGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCCAT 

DNA37 14 0 114 3 CAACAGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTAAC 



AX098383 781 CAACAGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTAAC 

DNA37 1 4 0 1203 TTTCAATCACTTATCAAGGTTAGATGATTCAAGCTTCCTTGGCCTAAGCTTACTAAATAC 

AX098383 841 TTTCAATCACTTATCAAGGTTAGATGATTCAAGCTTCCTTGGCCTAAGCTTACTAAATAC 

DNA3 7140 1263 ACTGCACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTTTC 

AX098383 901 ACTGCACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTTTC 

DNA3714 0 1323 CAGTTTAAAGACTTTGGATCTGAAGAACAATGAAATTTCCTGGACTATTGAAGACATGAA 

AX098383 961 CAGTTTAAAGACTTTGGATCTGAAGAACAATGAAATTTCCTGGACTATTGAAGACATGAA 

DNA37 14 0 1383 TGGTGCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATCCG 

AX098383 1021 TGGTGCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATCCG 

DNA37 14 0 14 4 3 TTCTATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGTGA 

AX098383 1081 TTCTATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGTGA 

DNA37 140 1503 CAACGCAATCATGTCTTT ACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAATT 

AXO 98 3 83 1141 CAACGCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAATT 

DNA371 4 0 15 63 GCATTTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGGGT 

AXO 98 38 3 1201 GCATTTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGGGT 

DNA37 1 4 0 1623 GGCGGAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTAAA 
******************************************* 

AX098383 1261 GGCGGAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTAAA 

DNA37 1 4 0 168 3 AGGAAGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCAAACC 
************************************************************ 

AXO 98 383 1321 AGGAAGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCAAACC 

DNA37 1 4 0 17 4 3 CCAGATCACGGTTCAGCCAGAAACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTCAT 
************************************************************ 

AX098383 1381 CCAGATCACGGTTCAGCCAGAAACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTCAT 

DNA37 14 0 1803 CTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAATGA 
************************************************************ 

AXO 98 38 3 14 41 CTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAATGA 

DNA37 1 4 0 18 63 ACTACTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAGGT 
************************************************************ 

AXO 98383 1501 ACTACTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAGGT 

DNA37 1 4 0 192 3 GATGGAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAATA 
************************************************************ 

AX098383 1561 GATGGAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAATA 

DNA37 14 0 198 3 TCAGTGTGTCATCTCCAATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACAGT 
************************************************************ 

AXO 98 3 8 3 1621 TCAGTGTGTCATCTCCAATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACAGT 



DNA3 7140 2043 AAATATGCTTCCCTCATTCACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCCAT 

AXO 98383 1681 AAATATGCTTCCCTCATTCACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCCAT 

DNA37 1 4 0 2103 GGCACGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAGGA 

AXO 98 38 3 17 41 GGCACGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAGGA 

DNA37 1 4 0 2163 TGGGGGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGATGA 

AX098383 1801 TGGGGGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGATGA 

DNA37140 2223 CGTGTTCTTTATCGTGGATGTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCTCA 

AXO 98 383 18 61 CGTGTTCTTTATCGTGGATGTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCTCA 

DNA3 7140 2283 GAACAGTGCAGGAAGTATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCATT 

AX098383 1921 GAACAGTGCAGGAAGTATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCATT 

DNA37 14 0 2 34 3 TTTGCGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTACAGTGCAT 

AXO 98 383 1981 TTTGCGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTACAGTGCAT 

DNA3 7140 2403 TGCTGGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGATAGCCCATTGGTGGT 

AX098383 2041 TGCTGGAGGAAGCCCTCCCCCT AAACTGAACTGGACCAAAGATGATAGCCCATTGGTGGT 

DNA3 7140 2463 AACCGAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGATGT 

AX098383 2101 AACCGAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGATGT 

DNA37 14 0 2523 CAGTGATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGGAAA 

AXO 98 383 2161 CAGTGATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGGAAA 

DNA3 7140 2583 CGTGCGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCCCATC 
it************************************ 

AX098 38 3 2221 CGTGCGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCCCATC 

DNA3714 0 2 64 3 GTTAGACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGTGT 

AX098383 2281 GTTAGACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGTGT 

DNA3714 0 27 0 3 GGTGGGCACGTCACTCGTGTGGGTGGTCATCATATACCACACAAGGCGGAGGAATGAAGA 

AX098383 2341 GGTGGGCACGTCACTCGTGTGGGTGGTCATCATATACCACACAAGGCGGAGGAATGAAGA 

DNA37 14 0 27 63 TTGCAGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTGTC 

AX098 383 24 01 TTGCAGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTGTC 

DNA37 14 0 282 3 ATCTCAGGGAACGTTAGCTGACAGGCAGGATGGGTACGTGTCTTCAGAAAGTGGAAGCC A 

AX098383 24 61 ATCTCAGGGAACGTTAGCTGACAGGCAGGATGGGTACGTGTCTTCAGAAAGTGGAAGCCA 



DNA37 14 0 2883 CCACCAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGTGG 
************************************************************ 

AX09838 3 2 521 CCACCAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGTGG 

DNA37 14 0 2 94 3 GACCTGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTCCT 
************************************************************ 

AX098383 2581 GACCTGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTCCT 

DNA3714 0 3003 TTGTCCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCAGA 
************************************************************ 

AX098383 2641 TTGTCCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCAGA 

DNA37 14 0 3063 TCCTTTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGACCA 
************************************* 

AX098383 2701 TCCTTTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGACCA 

DNA371 4 0 312 3 CTATGAGCCCAGTTACATAAAGAAAAAGGAGTGCTACCCATGTTCTCATCCTTCAGAAGA 
************************************************************ 

AX098383 2761 CTATGAGCCCAGTTACATAAAGAAAAAGGAGTGCT ACCCATGTTCTCATCCTTCAGAAGA 

DNA3 7140 3183 ATCCTGCGAACGGAGCTTCAGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTT AA 
************************************************************ 

AX098 383 2 821 ATCCTGCG7\ACGGAGCTTCAGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTTAA 

DNA3714 0 324 3 CACTAGTTACTCTCACAATGAAGGACCTGGAATGAAAAATCTGTGTCTAAACAAGTCCTC 
************************************************************ 

AX 098383 2881 CACTAGTTACTCTCACAATGAAGGACCTGGAATGAAAAATCTGTGTCTAAACAAGTCCTC 

DNA3714 0 3303 TTTAGATTTTAGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATGGG 
************************************************************ 

AX098383 2941 TTTAGATTTTAGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATGGG 

* 

DNA3714 0 3363 TACCTTTGGAAAAGCTCTCAGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAGCC 
************************************************************ 

AX098 383 3001 TACCTTTGGAAAAGCTCTCAGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAGCC 

DNA3714 0 34 2 3 ATCAGATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGACTC 
************************************************************ 

AX098383 3061 ATCAGATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGACTC 

DNA3714 0 34 8 3 TGGGTCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGTAC 
************************************************************ 

AX098383 3121 TGGGTCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGTAC 

DNA37 14 0 354 3 CTTTAAACAGACTTTAG7\AAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGACAC 
************************************************************ 

AXO 98383 3181 CTTTAAACAGACTTTAGAAAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGACAC 

DNA37 14 0 3603 ATAGACTGAATGAGACCAAAGGAAAAGCTTAACATACTACCTCAAGTGAACTTTTATTTA 
************************************************************ 

AX098383 3241 ATAGACTGAATGAGACCAAAGGAAAAGCTTAACATACTACCTCAAGTGAACTTTTATTTA 

DNA3714 0 3 6 63 AAAGAGAGAGAATCTTATGTTTTTTAAATGGAGTTATGAATTTTAAAAGGATAAAAATGC 
************************************************************ 

AXO 98 38 3 3301 AAAGAGAGAGAATCTTATGTTTTTTAAATGGAGTTATGAATTTTAAAAGGATAAAAATGC 
DNA37 14 0 37 2 3 TTTATTTATACAGATGAACC7VAAATTACAAAAAGTTATGAAAATTTTTATACTGGGAATG 
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DNA37 1 4 0 34 81 TCTGGGTCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGT 

AXO 98387 34 81 TCTGGGTCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGT 

DNA37140 3541 ACCTTTAAACAGACTTTAGAAAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGAC 

AXO 9 8 3 8 7 3541 ACCTTTAAACAGACTTTAGAAAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGAC 

DNA3 7140 3601 ACATAGACTGAATGAGACCAAAGGAAAAGCTTAACATACTACCTCTIAGTGAACTTTTATT 

AX098387 3601 ACATAGACTGAATGAGACCAAAGGAAAAGCTTAACATACTACCTCAAGTGAACTTTTATT 

DNA3 7140 3661 TAAAAGAGAGAGAATCTTATGTTTTTTAAATGGAGTTATGAATTTTAAAAGGATAAAAAT 

AX098387 3661 TAAAAGAGAGAGAATCTTATGTTTTTTAAATGGAGTTATGAATTTTAAAAGGATAAAAAT 

DNA371 4 0 37 21 GCTTTATTTATACAGATGAACCAAAATTACAAAAAGTTATGAAAATTTTTATACTGGGAA 

AXO 98 387 37 21 GCTTTATTTATACAGATGAACCAAAATTACAAAAAGTTATGAAAATTTTTATACTGGGAA 

DNA3 7140 3781 TGATGCTCATATAAGAATACCTTTTTAAACTATTTTTTAACTTTGTTTTATGCAAAAAAG 

AX098387 3781 TGATGCTCATAT7VAGAATACCTTTTTAAACTATTTTTTAACTTTGTTTTATGCAAAAAAG 

DNA3 7140 3841 TATCTTACGTAAATTAATGATATAAATCATGATTATTTTATGTATTTTTATAATGCCAGA 

AX098387 3841 TATCTTACGTAAATTAATGATATAAATCATGATTATTTTATGTATTTTTATAATGCCAGA 

DNA37 14 0 3901 TTTCTTTTTATGGAAAATGAGTTACTAAAGCATTTTAAATAATACCTGCCTTGTACCATT 

AXO 98 387 3 901 TTTCTTTTTATGGAAAATGAGTTACTAAAGCATTTTAAATAATACCTGCCTTGTACCATT 

DNA37 14 0 3961 TTTTAAATAGAAGTTACTTCATTATATTTTGCACATTATATTTAATAAAATGTGTCAATT 

AX098387 3961 TTTTAAATAGAAGTTACTTCATTATATTTTGCACATTATATTTAATAAAATGTGTCAATT 

DNA3714 0 4 021 TGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 

AX098387 4021 TGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 

>5 AX056647 Sequence 3 from Patent WO0075316. (4053 bp) [1 seg] 
Score = 4053 (8034 bits), Expect = 0.0 ' 

Identities = 4053/4053 (100%), at 1,1-4053,4053, Strand + / + 

DNA37 14 0 1 AGCCGACGCTGCTCAAGCTGCAACTCTGTTGCAGTTGGCAGTTCTTTTCGGTTTCCCTCC 

AX05664 7 1 AGCCGACGCTGCTCAAGCTGCAACTCTGTTGCAGTTGGCAGTTCTTTTCGGTTTCCCTCC 

DNA3714 0 61 TGCTGTTTGGGGGCATGAAAGGGCTTCGCCGCCGGGAGTAAAAGAAGGAATTGACCGGGC 

AX05 6 64 7 61 TGCTGTTTGGGGGCATGAAAGGGCTTCGCCGCCGGGAGTAAAAGAAGGAATTGACCGGGC 

DNA3714 0 121 AGCGCGAGGGAGGAGCGCGCACGCGACCGCGAGGGCGGGCGTGCACCCTCGGCTGGAAGT 

AX05664 7 121 AGCGCGAGGGAGGAGCGCGCACGCGACCGCGAGGGCGGGCGTGCACCCTCGGCTGGAAGT 

DNA37 14 0 181 TTGTGCCGGGCCCCGAGCGCGCGCCGGCTGGGAGCTTCGGGTAGAGACCTAGGCCGCTGG 



AX05664 7 181 TTGTGCCGGGCCCCGAGCGCGCGCCGGCTGGGAGCTTCGGGTAGAGACCTAGGCCGCTGG 

DNA3 714 0 241 ACCGCGATGAGCGCGCCGAGCCTCCGTGCGCGCGCCGCGGGGTTGGGGCTGCTGCTGTGC 

AX056647 241 ACCGCGATGAGCGCGCCGAGCCTCCGTGCGCGCGCCGCGGGGTTGGGGCTGCTGCTGTGC 

DNA3714 0 301 GCGGTGCTGGGGCGCGCTGGCCGGTCCGACAGCGGCGGTCGCGGGGAACTCGGGCAGCCC 

AX05664 7 301 GCGGTGCTGGGGCGCGCTGGCCGGTCCGACAGCGGCGGTCGCGGGGAACTCGGGCAGCCC 

DNA3714 0 361 TCTGGGGTAGCCGCCGAGCGCCCATGCCCCACTACCTGCCGCTGCCTCGGGGACCTGCTG 

AX056647 361 TCTGGGGTAGCCGCCGAGCGCCCATGCCCCACTACCTGCCGCTGCCTCGGGGACCTGCTG 

DNA37 14 0 4 21 GACTGCAGTCGTAAGCGGCTAGCGCGTCTTCCCGAGCCACTCCCGTCCTGGGTCGCTCGG 

AX05 6 64 7 4 21 GACTGCAGTCGTAAGCGGCTAGCGCGTCTTCCCGAGCCACTCCCGTCCTGGGTCGCTCGG 

DNA3 714 0 4 81 CTGGACTTAAGTCACAACAGATTATCTTTCATCAAGGCAAGTTCCATGAGCCACCTTCAA 

AX05 6647 4 81 CTGGACTTAAGTCACAACAGATTATCTTTCATCAAGGCAAGTTCCATGAGCCACCTTCAA 

DNA3714 0 541 AGCCTTCGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCA 

AX05664 7 541 AGCCTTCGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCA 

DNA37 1 4 0 601 GTCTCGGCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCT 

AX05664 7 601 GTCTCGGC7VAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCT 

DNA37 1 4 0 661 GAACATCTGAAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCA 

AX05664 7 661 GAACATCTGAAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCA 

DNA37 14 0 7 21 GAGCTCCAAACTGCATTTCCAGCCCTACAGCTCAAATATCTGTATCTCAACAGCAACCGA 

AX056647 721 GAGCTCCAAACTGCATTTCC AGCCCTACAGCTCAAATATCTGTATCTCAACAGCAACCGA 

DNA37 1 4 0 7 81 GTCACATCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTTAAAG 

AX05664 7 781 GTCACATCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTTAAAG 

DNA3714 0 84 1 CTGAACAGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAA 

AX05664 7 84 1 CTGAACAGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAA 

DNA3714 0 901 CATCTCGAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCAAGGCCTT 

AXO 5 6 6 4 7 901 CATCTCGAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCAAGGCCTT 

DNA3714 0 961 GGTGCTCTGAAGTCTCTG7\AAATGCAAAGAAATGGAGTAACGAAACTTATGGATGGAGCT 

AX056647 961 GGTGCTCTGAAGTCTCTGAAAATGCAAAGAAATGGAGTAACGAAACTTATGGATGGAGCT 

DMA3714 0 1021 TTTTGGGGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAACAACCTAACAGAGATT 



AX05664 7 1021 TTTTGGGGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAACAACCTAACAGAGATT 

DNA37 1 4 0 1081 ACCAAAGGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCC 
********************* * * *********************************** * * 

AX056647 1081 ACCAAAGGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCC 

DNA3 7140 1141 ATCAACAGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTA 
************************************************************ 

AX056647 1141 ATCAACAGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTA 

DNA3 7140 1201 ACTTTCAATCACTTATCAAGGTTAGATGATTCAAGCTTCCTTGGCCTAAGCTTACTAAAT 
************************************************************ 

AX056647 1201 ACTTTCAATCACTTATCAAGGTTAGATGATTCAAGCTTCCTTGGCCTAAGCTTACTAAAT 

DNA37 14 0 12 61 ACACTGCACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTT 
************************************************************ 

AX056647 1261 ACACTGCACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTT 
DNA37 1 4 0 1321 T C C AG T T T AAAG AC T T TGG ATC T G AAG AAC AAT G AAAT T TCC T GGAC TAT T G AAG AC AT G 

*************** ********************************************* 

AX05664 7 1321 T C C AGT T T AAAG AC T T T GG AT C TG AAG AAC AAT G AAAT T T CC T GG AC TAT T G AAG AC AT G 

DNA37 14 0 1381 AATGGTGCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATC 
************************************************************ 

AX056647 1381 AATGGTGCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATC 

DNA37 14 0 14 41 CGTTCTATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGT 
************************************************************ 

AX056647 144 1 CGTTCTATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGT 

DNA3714 0 1501 GACAACGCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAA 
************************************************************ 

AX056647 1501 GACAACGCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAA 

DNA3 7140 1561 TTGCATTTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGG 
************************************************************ 

AX05 664 7 15 61 TTGCATTTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGG 

DNA3 7140 1621 GTGGCGGAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTA 
************************************************************ 

AX0 5 6 64 7 1621 GTGGCGGAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTA 

DNA3714 0 1681 AAAGGAAGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCAAA 
************************************************************ 

AX05 664 7 1681 AAAGGAAGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCAAA 

DNA37 14 0 17 41 CCCCAGATCACGGTTCAGCCAGAAACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTC 
************************************************************ 

AX05 664 7 1741 CCCCAGATCACGGTTCAGCCAGAAACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTC 

DNA3 7140 1801 ATCTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAAT 
************************************************************ 

AX05664 7 1801 ATCTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAA? 

DNA37 1 4 0 18 61 GAACTACTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAG 
* + **********-*-******************************* + *************.*^ 

AX056647 1861 GAACTACTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAG 



DNA37 1 4 0 1921 GTGATGGAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAA 

AX056647 1921 GTGATGGAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAA 

DNA3714 0 1981 TATCAGTGTGTCATCTCCAATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACA 

AX05 664 7 1981 TATCAGTGTGTCATCTCCAATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACA 

DNA3 7140 2041 GTAAATATGCTTCCCTCATTCACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCC 

AX05 664 7 2041 GTAAATATGCTTCCCTCATTCACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCC 

DNA3 7140 2101 ATGGCACGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAG 

AX056647 2101 ATGGCACGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAG 

DNA3 7140 2161 GATGGGGGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGAT 

AX056647 2161 GATGGGGGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGAT 

DNA3714 0 2221 GACGTGTTCTTTATCGTGGATGTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCT 

AX056647 2221 GACGTGTTCTTTATCGTGGATGTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCT 

DNA37 1 4 0 2281 CAGAACAGTGCAGGAAGTATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCA 

AX05 6 64 7 2281 CAGAACAGTGCAGGAAGTATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCA 

DNA37 1 4 0 2341 TTTTTGCGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTACAGTGC 

AX056647 2341 TTTTTGCGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTACAGTGC 

DNA3 7 14 0 24 01 ATTGCTGGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGATAGCCCATTGGTG 

AX05 664 7 24 01 ATTGCTGGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGATAGCCCATTGGTG 

DNA3714 0 24 61 GTAACCGAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGAT 

AX05 664 7 24 61 GTAACCGAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGAT 

DNA3714 0 2521 GTCAGTGATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGGA 

AX05 664 7 2521 GTCAGTGATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGGA 

DNA37 14 0 2581 7U\CGTGCGCCTCAGTGTGATCCCCACTCC7VACCTGCGACTCCCCTCAGATGACAGCCCCA 

AX 056647 2581 AACGTGCGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCCCA 

DNA37140 2641 TCGTTAGACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGT 

AX056647 2641 TCGTTAGACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGT 

DNA3714 0 27 01 GTGGTGGGCACGTCACTCGTGTGGGTGGTCATCATATACCACACAAGGCGGAGGAATGAA 

AX05664 7 2701 GTGGTGGGCACGTCACTCGTGTGGGTGGTCATCATATACCACACAAGGCGGAGGAATGAA 



DNA37 1 4 0 27 61 GATTGCAGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTG 
*************************************** 

AX05664 7 27 61 GATTGCAGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTG 

DNA3 7140 2821 TCATCTCAGGGAACGTT AGCTGACAGGCAGGATGGGT ACGTGTCTTCAGAAAGTGGAAGC 
************************************************************ 

AX056647 2821 TCATCTCAGGGAACGTTAGCTGACAGGCAGGATGGGT ACGTGTCTTCAGAAAGTGGAAGC 

DNA3 7140 2881 CACCACCAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGT 
************************************************************ 

AX05664 7 28 81 CACCACCAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGT 

DNA3714 0 2 941 GGGACCTGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTC 
************************************************************ 

AX05 664 7 2 941 GGGACCTGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTC 

DNA3714 0 3001 CTTTGTCCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCA 
************************************************************ 

AX05 664 7 3001 CTTTGTCCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCA 

DNA3 7140 3061 GATCCTTTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGAC 
************************************************************ 

AX05 664 7 3061 GATCCTTTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGAC 

DNA37 14 0 3121 CACTATGAGCCCAGTTACATAAAGAAAAAGGAGTGCTACCCATGTTCTCATCCTTCAGAA 
************************************************************ 

AX056647 3121 CACTATGAGCCCAGTTACATAAAGAAAAAGGAGTGCTACCCATGTTCTCATCCTTCAGAA 

DNA3 7140 3181 GAATCCTGCGAACGGAGCTTCAGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTT 
************************************************************ 

AX05 664 7 3181 GAATCCTGCGAACGGAGCTTCAGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTT 

« 

DNA37140 32 41 AACACTAGTTACTCTCACAATGAAGGACCTGGAATGAAAAATCTGTGTCTAAACAAGTCC 
************************************************************ 

AX05664 7 3241 AACACTAGTTACTCTCACAATGAAGGACCTGGAATGAAAAATCTGTGTCTAAACAAGTCC 

DNA3714 0 3301 TCTTTAGATTTTAGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATG 
************************************************************ 

AX056647 3301 TCTTTAGATTTTAGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATG 

DNA3714 0 33 61 GGTACCTTTGGAAAAGCTCTCAGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAG 
************************************************************ 

AXO 56647 3361 GGTACCTTTGGAAAAGCTCTCAGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAG 

DNA3714 0 34 21 CCATCAGATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGAC 
************************************************************ 

AX05664 7 34 21 CCATCAGATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGAC 

DNA37 14 0 34 81 TCTGGGTCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGT 
************************************************************ 

AX05 6 64 7 34 81 TCTGGGTCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGT 

DNA3714 0 3541 ACCTTTAAACAGACTTTAGAAAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGAC 
************************************************************ 

AX056647 3541 ACCTTTAAACAGACTTTAGAAAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGAC 
DNA3714 0 3601 ACATAGACTGAATGAGACCAAAGGAAAAGCTTAACATACTACCTCAAGTGAACTTTTATT 



AX05664 7 3601 ACATAGACTGAATGAGACCAAAGGAAAAGCTTAACATACTACCTCAAGTGAACTTTTATT 

DNA3714 0 3661 TAAAAGAGAGAGAATCTTATGTTTTTTAAATGGAGTTATGAATTTTAAAAGGATAAAAAT 

AX056647 3661 TAAAAGAGAGAGAATCTTATGTTTTTTAAATGGAGTTATGAATTTTAAAAGGATAAAAAT 

DNA3714 0 3721 GCTTTATTTATACAGATGAACCAAAATTACAAAAAGTTATGAAAATTTTTATACTGGGAA 
******************************* 

AX056647 3721 GCTTTATTTATACAGATGAACCAAAATTACAAAAAGTTATGAAAATTTTTATACTGGGTVA 

DNA3714 0 37 81 TGATGCTCATATAAGAATACCTTTTTAAACTATTTTTTAACTTTGTTTTATGCAAAAAAG 
************************************************************ 

AX05 664 7 37 81 TGATGCTCATATAAGAATACCTTTTTAAACTATTTTTTAACTTTGTTTTATGCAAAAAAG 

DNA37140 3841 TATCTTACGTAAATTAATGATATAAATCATGATTATTTTATGTATTTTTATAATGCCAGA 
**************************************************+****** 

AX056647 384 1 TATCTTACGTAAATTAATGATATAAATCATGATTATTTTATGTATTTTTATAATGCCAGA 

DNA3 7140 3901 TTTCTTTTTATGGAAAATGAGTTACTAAAGCATTTTAAATAATACCTGCCTTGTACCATT 
************************************************************ 

AX05664 7 3901 TTTCTTTTTATGGAAAATGAGTTACTAAAGCATTTTAAATAATACCTGCCTTGTACCATT 

DNA37 1 4 0 3961 TTTTAAATAGAAGTTACTTCATTATATTTTGCACATTATATTTAATAAAATGTGTCAATT 
************************************************************ 

AX05664 7 3961 TTTTAAATAGAAGTTACTTCATTATATTTTGCACATTATATTTAATAAAATGTGTCAATT 
DNA3714 0 4 021 TGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 

********************************* 

AX056647 4021 TGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 

>6 P_AAC84422 Human PR0326 polypeptide ' encoding cDNA . DNA, PAT 02-APR-2001 
(4053 bp) [1 seg] 

Score - 4021 (7971 bits), Expect = 0.0 

Identities = 4045/4053 (99%), at 1,1-4053,4053, Strand +/+ 

DNA3714 0 1 AGCCGACGCTGCTCAAGCTGCAACTCTGTTGCAGTTGGCAGTTCTTTTCGGTTTCCCTCC 

************************************************************ 

P_AAC84 4 22 1 AGCCGACGCTGCTCAAGCTGCAACTCTGTTGCAGTTGGCAGTTCTTTTCGGTTTCCCTCC 

DNA3714 0 61 TGCTGTTTGGGGGCATGAAAGGGCTTCGCCGCCGGGAGTAAAAGAAGGAATTGACCGGGC 

************************************************************ 

P__AAC8 4 4 22 61 TGCTGTTTGGGGGCATGAAAGGGCTTCGCCGCCGGGAGTAAAAGAAGGAATTGACCGGGC 

DNA3 714 0 121 AGCGCGAGGGAGGAGCGCGCACGCGACCGCGAGGGCGGGCGTGCACCCTCGGCTGGAAGT 
************************************************************ 

P_AAC8 4 4 22 121 AGCGCGAGGGAGGAGCGCGCACGCGACCGCGAGGGCGGGCGTGCACCCTCGGCTGGAAGT 

DNA3714 0 181 TTGTGCCGGGCCCCGAGCGCGCGCCGGCTGGGAGCTTCGGGTAGAGACCTAGGCCGCTGG 
************************************************************ 

P_AAC8 4 4 22 181 TTGTGCCGGGCCCCGAGCGCGCGCCGGCTGGGAGCTTCGGGTAGAGACCTAGGCCGCTGG 

DNA3714 0 24 1 ACCGCGATGAGCGCGCCGAGCCTCCGTGCGCGCGCCGCGGGGTTGGGGCTGCTGCTGTGC 
************************************************************ 

P AAC84422 241 ACCGCGATGAGCGCGCCGAGCCTCCGTGCGCGCGCCGCGGGGTTGGGGCTGCTGCTGTGC 



DNA3714 0 



301 



GCGGTGCTGGGGCGCGCTGGCCGGTCCGACAGCGGCGGTCGCGGGGAACTCGGGCAGCCC 



AAC84 4 22 301 GCGGTGCTGGGGCGCGCTGGCCGGTCCGACAGCGGCGGTCGCGGGGAACTCGGGCAGCCC 

DNA3714 0 361 TCTGGGGTAGCCGCCGAGCGCCCATGCCCCACTACCTGCCGCTGCCTCGGGGACCTGCTG 

AAC8 4 4 22 361 TCTGGGGTAGCCGCCGAGCGCCCATGCCCCACTACCTGCCGCTGCCTCGGGGACCTGCTG 

DNA37 14 0 4 21 GACTGCAGTCGTAAGCGGCTAGCGCGTCTTCCCGAGCCACTCCCGTCCTGGGTCGCTCGG 

AAC8 4 4 22 4 21 GACTGCAGTCGTAAGCGGCTAGCGCGTCTTCCCGAGCCACTCCCGTCCTGGGTCGCTCGG 

DNA37 1 4 0 4 81 CTGGACTTAAGTCACAACAGATTATCTTTCATCAAGGCAAGTTCCATGAGCCACCTTCAA 

AAC84422 481 CTGGACTTAAGTCACAACAGATTATCTTTCATCAAGGCAAGTTCCATGAGCCACCTTCAA 

DNA3714 0 541 AGCCTTCGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCA 

AAC 8 4 4 22 5 41 AGCCTTCGAGAAGTG7\AACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCA 

DNA3714 0 601 GTCTCGGCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAT^ATACTCCCT 

AAC84 422 601 GTCTCGGCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCT 

DNA3714 0 661 GAACATCTGAAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCA 

AAC84 4 22 661 GAACATCTGAAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCA 

DNA37 14 0 7 21 GAGCTCCAAACTGCATTTCCAGCCCTACAGCTCAAATATCTGTATCTCAACAGCAACCGA 

AAC 84422 721 GAGCTCCAAACTGCATTTCCAGCCCTACAGCTCAAATATCTGTATCTCAACAGCAACCGA 

DNA37 1 4 0 7 81 GTCACATCAATGGAACCTGGGTATTTTGACAATTTGGCC/VACACACTCCTTGTGTTAAAG 

AAC84422 781 GTCACATCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTTAAAG 

DNA3714 0 841 CTGAACAGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAA 

_AAC 84422 841 CTGAACAGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAA 

DNA3714 0 901 CATCTCGAATTGAACCGAAACAAGATT7VAAAATGTAGATGGACTGACATTCCAAGGCCTT 

_AAC84 422 901 CATCTCGAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCAAGGCCTT 

DNA37 14 0 961 GGTGCTCTGAAGTCTCTGAAAATGCAAAGAAATGGAGTAACGAAACTTATGGATGGAGCT 

AAC 8 4 4 22 9 61 GGTGCTCTGAAGTCTCTGAAAATGCAAAGAAATGGAGT AACGAAACTT ATGGATGGAGCT 

DNA37140 1021 TTTTGGGGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAACAACCTAACAGAGATT 

JVAC8 4 4 22 1021 TTTTGGGGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAACAACCTAACAGAGATT 

DNA3714 0 1081 ACCAAAGGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCC 

_AAC8 4 4 22 1081 ACCAAAGGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCC 

DNA37 1 4 0 1141 ATCAACAGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTA 



0- 

P_AAC84 4 22 1141 ATCAACAGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTA 
DNA3 7140 1201 ACTTTCAATCACTT ATCAAGGTTAGATGATTCAAGCTTCCTTGGCCTAAGCTTACTAAAT 

P AAC84422 1201 ACTTTCAATCACTTATCAAGGTTAGATGATTCAAGCTTCCTTGGCCTAAGCTTACTAAAT 

DNA3 7140 1261 ACACTGCACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTT *Js> 

P AAC8 4 422 12 61 ACACTGCACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTT 



DNA3714 0 1321 TCCAGTTTAAAGACTTTGGATCTGAAGAACAATGAAATTTCCTGGACTATTGAAGACATG 

P_AAC8 4422 1321 TCCAGTTTAAAGACTTTGGATCTGAAGAACAATGAAATTTCCTGGACTATTGAAGACATG 

DNA37 1 4 0 1381 AATGGTGCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATC 

P_AAC 84422 1381 AATGGTGCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATC 

DNA3 7140 1441 CGTTCTATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGT 

P_AAC8 4422 1441 CGTTCTATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGT 

DNA3 7140 1501 GACAACGCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAA 

P_AAC8 4422 1501 GACAACGCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAA 

DNA37 14 0 15 61 TTGCATTTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGG 

P_AAC8 4 4 22 1561 TTGCATTTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGG 

DNA37 1 4 0 1621 GTGGCGGAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTA 

* 

P_AAC8 4422 1621 GTGGCGGAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTA 

DNA37 14 0 1681 AAAGGAAGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCAAA 

P_AAC8 4 4 22 1681 AAAGGAAGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCAAA 

DNA3714 0 17 41 CCCCAGATCACGGTTCAGCCAGAAACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTC 

P_AAC8 4 4 2 2 17 41 CCCCAGATCACGGTTCAGCCAGAAACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTC 

DNA3714 0 1801 ATCTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAAT 

P_AAC8 4 4 22 18 01 ATCTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAAT 

DNA3 7140 1861 GAACTACTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAG 

P_AAC 84422 1861 GAACTACTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAG 

DNA3714 0 1921 GTGATGGAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAA 

P_AAC8 4 4 22 1921 GTGATGGAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAA 

DNA3714 0 19S1 TATCAGTGTGTCATCTCCAATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACA 

P AAC84422 1981 TATCAGTGTGTCATCTCCAATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACA 



.2 



2 



DNA3 7140 2041 GTAAATATGCTTCCCTCATTCACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCC 

P AAC8 4 4 22 2041 GTAAATATGCTTCCCTCATTCACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCC 

DNA3 7140 2101 ATGGCACGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAG 

P AAC84422 2101 ATGGCACGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAG 

DNA37 1 4 0 2161 GATGGGGGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGAT 

P AAC84 4 22 2161 GATGGGGGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGAT 

DNA3714 0 2221 GACGTGTTCTTTATCGTGGATGTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCT 

P AAC84 4 22 2221 GACGTGTTCTTTATCGTGGATGTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCT 

DNA3 7140 2281 CAGAACAGTGCAGGAAGTATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCA 

* * ************** 

P_AAC 84422 2281 CAGAACAGTGCAGGAAGTATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCA 

DNA3 7140 2341 TTTTTGCGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTACAGTGC 
****+**+***+************************************************ 

P_AAC84 4 22 2 341 TTTTTGCGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTACAGTGC 

DNA37 14 0 2 4 01 ATTGCTGGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGATAGCCCATTGGTG 
++**++****************************************************** 

P_AAC8 4 4 22 2 4 01 ATTGCTGGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGATAGCCCATTGGTG 

DNA37 14 0 2 4 61 GTAACCGAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGAT 
**********************************+**++************^ 

P_AAC8 4 4 22 2 4 61 GTAACCGAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGAT 

DNA3714 0 2521 GTCAGTGATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGGA 

P_AAC8 4 4 22 2521 GTCAGTGATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGGA 

DNA3 7140 2581 AACGTGCGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCCCA 
************************************************************ 

P_AAC84 422 2581 AACGTGCGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCCCA 

DNA3714 0 2 641 TCGTTAGACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGT 
************************************************************ 

P_AAC8 4 4 22 2 641 TCGTTAGACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGT 

DNA37 14 0 27 01 GTGGTGGGCACGTCACTCGTGTGGGTGGTCATCATATACCACACAAGGCGGAGGAATGAA 
************************************************************ 

P_AAC8 4 4 22 27 01 GTGGTGGGCACGTCACTCGTGTGGGTGGTCATCATATACCACACAAGGCGGAGGAATGAA 

DNA3714 0 27 61 GATTGCAGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTG 
************************************************************ 

P_AAC84 4 22 27 61 GATTGCAGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTG 

DNA37 14 0 2821 TCATCTCAGGGAACGTTAGCTGACAGGCAGGATGGGTACGTGTCTTCAGAAAGTGGAAGC 
*******+^***************+*********************************** 

P AAC84 4 22 2821 TCATCTCAGGGAACGTTAGCTGACAGGCAGGATGGGTACGTGTCTTCAGAAAGTGGAAGC 



DNA3714 0 2881 CACCACCAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGT 

P_AAC8 4422 2881 CACCACCAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGT 

DNA3714 0 2 941 GGGACCTGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTC 

P_AAC8 4422 2941 GGGACCTGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTC 

DNA3714 0 3001 CTTTGTCCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCA 

P_AAC84 422 3001 CTTTGTCCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCA 

DNA3714 0 30 61 GATCCTTTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGAC 

P_AAC8 4 4 22 3061 GATCCTTTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGAC 

DNA3 7140 3121 CACTATGAGCCCAGTTACATAAAGAAAAAGGAGTGCTACCCATGTTCTCATCCTTCAGAA 

P_AAC84 422 3121 CACTATGAGCCCAGTTACATAAAGAAAAAGGAGTGCTACCCATGTTCTCATCCTTCAGAA 

DNA3 7140 3181 GAATCCTGCGAACGGAGCTTCAGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTT 

P_AAC 84422 3181 GAATCCTGCGAACGGAGCTTCAGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTT 

DNA3714 0 3241 AACACTAGTTACTCTCACAATGAAGGACCTGGAATGAAAAATCTGTGTCTAAACAAGTCC 

P_AAC8 4 42 2 32 41 AACACTAGTTACTCTCACAATGAAGGACCTGGAATGAAAAATCTGTGTCTAAACAAGTCC 

DNA3714 0 3301 TCTTTAGATTTTAGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATG 

P AAC84422 3301 TCTTTAGATTTTAGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATG 

DNA37 1 4 0 33 61 GGTACCTTTGGAAAAGCTCTCAGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAG 

P_AAC84 4 22 3361 GGTACCTTTGGAAAAGCTCTCAGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAG 

DNA3714 0 34 21 CCATCAGATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGAC 

P_AAC8 4 4 22 34 21 CCATCAGATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGAC 

DNA37 1 4 0 34 81 TCTGGGTCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGT 

P_AAC8 4 4 22 34 81 TCTGGGTCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGT 

DNA3714 0 354 1 ACCTTTAAACAGACTTTAGAAAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGAC 

P_AAC84422 3541 ACCTTTAAACAGACTTTAGAAAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGAC 

DNA3 7140 3601 ACATAGACTGAATGAGACCAAAGGAAAAGCTTAACATACTACCTCAAGTGAACTTTTATT 

P_AAC8 4 4 2 2 3 601 ACATAGACTGAATGAGACCAAAGGAAAAGCTTAACATACTACCTCAAGTGAACTTTTATT 

DNA3 7140 3661 TAAAAGAGAGAGAATCTTATGTTTTTTAAATGGAGTTATGAATTTTAAAAGGATAAAAAT 

P_AAC8 4 4 2 2 3 6 61 TAAAAGAGAGAGAATCTT ATGTTTTTTAAATGGAGTTATGAATTTTAAAAGGATAAAAAT 

DNA3714 0 37 21 GCTTTATTTATACAGATGAACCAAAATTACAAAAAGTTATGAAAATTTTTATACTGGGAA 



P AAC84 4 22 3721 GCTTTATTTATACAGATGAACCAAAATTACAAAAAGTTATGAAAATTTTTATACTGGGAA 

DNA37 1 4 0 37 81 TGATGCTCATATAAGAATACCTTTTTAAACTATTTTTTAACTTTGTTTTATGCAAAAAAG 

P_AAC8 4 4 22 37 81 TGATGCTCATATAAGAATACCTTTTTAAACTATTTTTTAACTTTGTTTTATGCAAAAAAG 

DNA37 1 4 0 3841 TATCTTACGTAAATTAATGATATAAATCATGATTATTTTATGTATTTTTATAATGCCAGA 

P AAC8 4 4 22 38 41 TATCTTACGTAAATTAATGATATA7VATCATGATTATTTTATGTATTTTTATTTAACTTTG 

DNA37 14 0 3901 TTTCTTTTTATGGAAAATGAGTTACTAAAGCATTTTAAATAATACCTGCCTTGTACCATT 

P_AAC84 4 22 3 901 TTTCTTTTTATGGAAAATGAGTTACTAAAGCATTTTAAATAATACCTGCCTTGTACCATT 

DNA3714 0 3961 TTTTAAATAGAAGTTACTTCATTATATTTTGCACATTATATTTAATAAAATGTGTCAATT 

P AAC84422 3961 TTTTAAATAGAAGTTACTTCATTATATTTTGCACATTATATTTAATAAAATGTGTCAATT 

DNA3714 0 4 021 TGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 

P__AAC84 4 22 4 021 TGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 

>7 P_AAX37743 Human PR0326 DNA fragment #2. (3807 bp) [1 seg] 
Score = 3807 (7547 bits), Expect - 0.0 

Identities = 3807/3807 (100%), at 247,1-4053,3807, Strand +/+ 

DNA37 1 4 0 2 4 7 ATGAGCGCGCCGAGCCTCCGTGCGCGCGCCGCGGGGTTGGGGCTGCTGCTGTGCGCGGTG 

P_AAX377 4 3 1 ATGAGCGCGCCGAGCCTCCGTGCGCGCGCCGCGGGGTTGGGGCTGCTGCTGTGCGCGGTG 

DNA37 14 0 3 07 CTGGGGCGCGCTGGCCGGTCCGACAGCGGCGGTCGCGGGGAACTCGGGCAGCCCTCTGGG 

P_AAX377 4 3 61 CTGGGGCGCGCTGGCCGGTCCGACAGCGGCGGTCGCGGGGAACTCGGGCAGCCCTCTGGG 

DNA3714 0 3 67 GTAGCCGCCGAGCGCCCATGCCCCACTACCTGCCGCTGCCTCGGGGACCTGCTGGACTGC 

P_AAX377 4 3 121 GTAGCCGCCGAGCGCCCATGCCCCACTACCTGCCGCTGCCTCGGGGACCTGCTGGACTGC 

DNA37 14 0 4 27 AGTCGTAAGCGGCTAGCGCGTCTTCCCGAGCCACTCCCGTCCTGGGTCGCTCGGCTGGAC 

P_AAX37 7 4 3 181 AGTCGTAAGCGGCTAGCGCGTCTTCCCGAGCCACTCCCGTCCTGGGTCGCTCGGCTGGAC 

DNA37 1 4 0 4 87 TTAAGTCACAACAGATTATCTTTCATCAAGGCAAGTTCCATGAGCCACCTTCAAAGCCTT 

P_AAX377 4 3 241 TTAAGTCACAACAGATTATCTTTCATCAAGGCAAGTTCCATGAGCCACCTTCAAAGCCTT 

DNA37 14 0 54 7 CGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCAGTCTCG 

P_AAX377 4 3 301 CGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCAGTCTCG 

DMA37140 607 GCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCTGAACAT 

P AAX377 4 3 3 61 GCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCTGAACAT 



DNA37 14 0 



667 



CTGAAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCAGAGCTC 



P AAX37743 421 CTGAAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCAGAGCTC »^ 



DNA3714 0 8 47 AGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAACATCTC 



DNA3714 0 907 GAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCAAGGCCTTGGTGCT 

P AAX377 4 3 661 GAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCAAGGCCTTGGTGCT 

DNA3714 0 967 CTGAAGTCTCTGAAAATGCAAAGAAATGGAGTAACGAAACTTATGGATGGAGCTTTTTGG 

P_AAX37 7 4 3 7 21 CTGAAGTCTCTGAAAATGCAAAGAAATGGAGTAACGAAACTTATGGATGGAGCTTTTTGG 

DNA3714 0 1027 GGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAACAACCTAACAGAGATTACCAAA 

P_AAX 37743 781 GGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAACAACCTAACAGAGATTACCAAA 

DNA37 14 0 1087 GGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCCATCAAC 

P_AAX377 4 3 841 GGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCCATCAAC 

DNA37 1 4 0 114 7 AGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTAACTTTC 

P_AAX377 4 3 901 AGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTAACTTTC 

DNA37 14 0 1207 AATC ACTT ATCAAGGTT AGATGATTCAAGCTTCCTTGGCCT AAGCTT ACT AAATACACTG 

P_AAX377 4 3 961 AATCACTTATCAAGGTTAGATGATTCAAGCTTCCTTGGCCTAAGCTT ACT AAATACACTG 

DNA3714 0 12 67 CACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTTTCCAGT 

P__AAX377 4 3 1021 CACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTTTCCAGT 

DNA37 1 4 0 132 7 TTAAAGACTTTGGATCTGAAGAACAATGAAATTTCCTGGACTATTGAAGACATGAATGGT 
it************************************** 

P_AAX37 7 4 3 1081 TTAAAGACTTTGGATCTGAAGAACAATGAAATTTCCTGGACTATTGAAGACATGAATGGT 

DNA37 1 4 0 1387 GCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATCCGTTCT 

P_AAX3 7 7 4 3 1141 GCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATCCGTTCT 

DNA3 7140 1447 ATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGTGACAAC 

P_AAX377 4 3 1201 ATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGTGACAAC 

DNA37140 1507 GCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAATTGCAT 

P AAX3774 3 1261 GCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAATTGCAT 



DNA3714 0 727 CAAACTGCATTTCCAGCCCTACAGCTCAAATATCTGTATCTCAACAGCAACCGAGTCACA 

P AAX3774 3 4 81 CAAACTGCATTTCCAGCCCTACAGCTCAAATATCTGTATCTCAACAGCAACCGAGTCACA 

DNA3 714 0 7 87 TCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTTAAAGCTGAAC 

P AAX3774 3 541 TCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTTAAAGCTGAAC 

P AAX3774 3 601 AGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAACATCTC 



DNA37 1 4 0 1567 TTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGGGTGGCG 

P_AAX37 7 4 3 1321 TTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGGGTGGCG 

DNA3 7140 1627 GAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTAAAAGGA 

P_AAX3 7 7 4 3 1381 GAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTAAAAGGA 

DNA3714 0 1687 AGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCAAACCCCAG 

P_AAX3 7 7 4 3 14 41 AGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCAAACCCCAG 

DNA37 14 0 17 4 7 ATCACGGTTCAGCCAGAAACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTCATCTGC 

P_AAX 37743 1501 ATCACGGTTCAGCCAGAAACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTCATCTGC 

DNA3 7140 18 07 TCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAATGAACTA 

P_AAX377 4 3 1561 TCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAATGAACTA 

DNA37 1 4 0 18 67 CTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAGGTGATG 

P_AAX3 7 7 4 3 1621 CTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAGGTGATG 

DNA3714 0 1927 GAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAATATCAG 

P_AAX3 7 7 4 3 1681 GAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAATATCAG 

DNA37 14 0 198 7 TGTGTCATCTCCAATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACAGTAAAT 

P_AAX37 7 4 3 17 41 TGTGTCATCTCC7VATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACAGTAAAT 

DNA37 1 4 0 204 7 ATGCTTCCCTCATTCACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCCATGGCA 

P_AAX377 4 3 18 01 ATGCTTCCCTCATTCACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCCATGGCA 

DNA3 7140 2107 CGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAGGATGGG 

P_AAX377 4 3 18 61 CGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAGGATGGG 

DNA37 14 0 2167 GGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGATGACGTG 

P_AAX377 4 3 1921 GGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGATGACGTG 

DNA37 14 0 2 2 2 7 TTCTTTATCGTGGATGTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCTCAGAAC 

P__AAX37 7 4 3 1981 TTCTTTATCGTGGATGTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCTCAGAAC 

DNA37 14 0 2 2 8 7 AGTGCAGGAAGTATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCATTTTTG 

P_AAX3774 3 204 1 AGTGCAGGAAGTATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCATTTTTG 

DNA37 1 4 0 2 34 7 CGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTACAGTGCATTGCT 

P AAX377 4 3 2101 CGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTAXAGTGCATTGCT 



DNA37 14 0 24 07 GGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGATAGCCCATTGGTGGTAACC 

P_AAX 37743 2161 GGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGATAGCCCATTGGTGGTAACC 

DNA3714 0 2 4 67 GAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGATGTCAGT 
************************************* 

P_AAX377 4 3 2221 GAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGATGTCAGT 

DNA3 7140 2527 GATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGGAAACGTG 
************************************************************ 

P_AAX377 4 3 2281 GATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGGAAACGTG 

DNA3 7140 2587 CGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCCCATCGTTA 
************************************************************ 

P_AAX3 7 7 4 3 2341 CGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCCCATCGTTA 
DNA37 14 0 2 64 7 GACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGTGTGGTG 

************************************ + + ********************** 

P_AAX 37743 2401 GACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGTGTGGTG 

DNA3 7140 2707 GGCACGTCACTCGTGTGGGTGGTCATCATATACCACACAAGGCGGAGGAATGAAGATTGC 
************************************************************ 

P_AAX 37743 2461 GGCACGTCACTCGTGTGGGTGGTCATCATATACCACACAAGGCGGAGGAATGAAGATTGC 

DNA37 1 4 0 27 67 AGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTGTCATCT 
************************************************************ 

P_AAX377 4 3 2 521 AGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTGTCATCT 

DNA3 7140 2827 CAGGGAACGTTAGCTGACAGGCAGGATGGGT ACGTGTCTTCAGAAAGTGGAAGCCACCAC 
************************************************************ 

P_AAX37 7 4 3 2 581 CAGGGAACGTTAGCTGACAGGQAGGATGGGTACGTGTCTTCAGAAAGTGGAAGCCACCAC 

DNA3 7140 2887 CAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGTGGGACC 
************************************************************ 

P_AAX377 4 3 2 641 CAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGTGGGACC 

DNA3714 0 2 94 7 TGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTCCTTTGT 
************************************************************ 

P__AAX377 4 3 27 01 TGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTCCTTTGT 

DNA3714 0 30 07 CCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCAGATCCT 
************************************************************ 

P_AAX3 7 7 4 3 2 7 61 CCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCAGATCCT 
DNA37140 30 67 TTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGACCACTAT 

************************************************************ 

P_AAX 37 7 4 3 2 821 TTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGACCACTAT 

DNA3714 0 3127 GAGCCCAGTTACATAAAGAAAAAGGAGTGCTACCCATGTTCTCATCCTTCAGAAGAATCC 
************************************************************ 

P_AAX377 4 3 2881 GAGCCCAGTTACATAAAGAAAAAGGAGTGCTACCCATGTTCTCATCCTTCAGAAGAATCC 
DNA3"7 14 0 3187 TGCGAACGGAGCTTCAGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTTAACACT 

************** ********* ************************************* 

P_AAX377 4 3 2 94 1 TGCGAACGGAGCTTCAGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTTAACACT 
DNA37140 32 4 7 AGTTACTCTCACAATGAAGGACCTGGAATGAAAAATCTGTGTCTAAACAAGTCCTCTTTA 



P AAX37743 



3001 AGTTACTCTCACAATGAAGGACCTGGAATGAAAAATCTGTGTCTAAACAAGTCCTCTTTA 



DNA3714 0 3307 GATTTTAGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATGGGTACC 
************************************************************ 

P_AAX3774 3 3061 GATTTTAGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATGGGTACC 

DNA3714 0 3367 TTTGGAAAAGCTCTCAGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAGCCATCA 
************************************************************ 

P_AAX37 7 4 3 3121 TTTGGAAAAGCTCTCAGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAGCCATCA 

DNA37140 3427 GATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGACTCTGGG 
************************************************************ 

P_AAX37 74 3 3181 GATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGACTCTGGG 

DNA37 14 0 34 87 TCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGTACCTTT 
************************************************************ 

P_AAX37743 3241 TCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGTACCTTT 

DNA3 7140 3547 AAACAGACTTT AGAAAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGACACATAG 
************************************************************ 

P_AAX 37 7 4 3 3301 AAACAGACTTTAGAAAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGACACATAG 

DNA3714 0 3 607 ACTGAATGAGACCAAAGGAAAAGCTTAACATACTACCTCAAGTGAACTTTTATTTAAAAG 
************************************************************ 

P_AAX 37743 3361 ACTGAATG AGACCAAAGGAAAAGCTTAACAT ACTACCTCAAGTGAACTTTTATTTAAAAG 

DNA3714 0 3667 AGAGAGAATCTTATGTTTTTTAAATGGAGTTATGAATTTTAAAAGGATAAAAATGCTTTA 
************************************************************ 

P_AAX377 4 3 34 21 AGAGAGAATCTTATGTTTTTTAAATGGAGTTATGAATTTTAAAAGGATAAAAATGCTTTA 

DNA3714 0 3727 TTTATACAGATGAACCAAAATTACAAAAAGTTATGAAAATTTTTATACTGGGAATGATGC 
************************************************************ 

P_AAX3774 3 3481 TTTATACAGATGAACCAAAATTACAAAAAGTTATGAAAATTTTTATACTGGGAATGATGC 

DNA3714 0 37 87 TCATATAAGAATACCTTTTTAAACTATTTTTTAACTTTGTTTTATGCAAAAAAGTATCTT 
************************************************************ 

P_AAX3774 3 354 1 TCATATAAGAATACCTTTTTAAACTATTTTTTAACTTTGTTTTATGCAAAAAAGTATCTT 

DNA3714 0 384 7 ACGTAAATTAATGATATAAATCATGATTATTTTATGTATTTTTATAATGCCAGATTTCTT 
*************************************** 

P_AAX3 7 7 4 3 3 601 ACGT7\7VATTAATGATATAAATCATGATTATTTTATGTATTTTTAT7\ATGCCAGATTTCTT 

DNA3714 0 3907 TTTATGGAAAATGAGTTACTAAAGCATTTTAAATAATACCTGCCTTGTACCATTTTTTAA 
************************************************************ 

P_AAX3774 3 3661 TTTATGGAAAATGAGTTACTAAAGCATTTTAAATAATACCTGCCTTGTACCATTTTTT7\A 

DNA3714 0 3967 ATAGAAGTTACTTCATTATATTTTGCACATTATATTTAATAAAATGTGTCAATTTGAAAA 
************************************************************ 

P_AAX3774 3 3721 ATAGAAGTTACTTCATTATATTTTGCACATTATATTTAATAAAATGTGTCAATTTGAAAA 

DNA3714 0 4 02 7 AAAAAAAAAAAAAAAAAAAAAAAAAAA 
*************************** 

P_AAX3774 3 3781 AAAAAAAAAAAAAAAAAAAAAAAAAAA 

>8 P_AAF72422 Human PR0335 cDNA . (3662 bp) [1 seg] 
Score = 3542 (7022 bits), Expect - 0.0 



Identities = 3542/3542 (100%), at 483,121-4024,3662, Strand + / + 

DNA3 714 0 4 83 GGACTTAAGTCACAACAGATTATCTTTCATCAAGGCAAGTTCCATGAGCCACCTTCAAAG 
******************************* 

P_AAF724 22 121 GGACTTAAGTCACAACAGATTATCTTTCATCAAGGCAAGTTCCATGAGCCACCTTCAAAG 

DNA3714 0 54 3 CCTTCGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCAGT 
************************************************************ 

P_AAF7 24 22 181 CCTTCGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCAGT 

DNA3714 0 603 CTCGGCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCTGA 
************************************************************ 

P_AAF7 2 4 22 2 41 CTCGGCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCTGA 

DNA3714 0 663 ACATCTGAAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCAGA 
************************************************************ 

P_AAF72 4 22 301 ACATCTGAAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCAGA 
DNA37 14 0 723 GCTCCAAACTGCATTTCCAGCCCTACAGCTCAAATATCTGTATCT.CAACAGCAACCGAGT 

************************************************************ 

P_AAF7 24 22 361 GCTCCAAACTGCATTTCCAGCCCTACAGCTCAAATATCTGTATCTCAACAGCAACCGAGT 

DNA37 1 4 0 7 8 3 CACATCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTTAAAGCT 
************************************************************ 

P_AAF7 2 4 22 4 21 CACATCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTTAAAGCT 

DNA3 714 0 8 4 3 GAACAGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAACA 
************************************************************ 

P_AAF7 2 4 22 4 81 GAACAGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAACA 
DNA3714 0 903 TCTCGAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCAAGGCCTTGG 

************************************************************ 

P_AAF724 22 541 TCTCGAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCTUVGGCCTTGG 

DNA37 14 0 963 TGCTCTG7\AGTCTCTGAAAATGCAAAGAAATGGAGTAACGAAACTTATGGATGGAGCTTT 
************************************************************ 

P_AAF724 22 601 TGCTCTGAAGTCTCTGAAAATGCAAAGAAATGGAGTAACGAAACTTATGGATGGAGCTTT 

DNA3714 0 1023 TTGGGGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAAC/VACCTAACAGAGATTAC 
************************************************************ 

P_AAF72 4 22 661 TTGGGGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAACAACCTAACAGAGATTAC 
DNA37 14 0 108 3 CAAAGGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCCAT 

************************************************************ 

P_AAF7 2 4 22 7 21 CAAAGGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCCAT 

DNA37 14 0 114 3 CAACAGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTAAC 
************************************************************ 

P_AAF7 2 4 2 2 7 81 CAACAGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTAAC 

DNA37 14 0 120 3 TTTCAATCACTTATCAAGGTTAGATGATTCAAGCTTCCTTGGCCTAAGCTTACTAAATAC 
************************************************************ 

P_AAF7 2 4 22 841 TTTCAATCACTTATCAAGGTTAGATGATTCAAGCTTCCTTGGCCTAAGCTTACTAAATAC 

DNA37 1 4 0 12 63 ACTGCACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTTTC 
************************************************************ 

P AAF72422 901 ACTGCACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTTTC 



DNA37 14 0 1323 CAGTTTAAAGACTTTGGATCTGAAGAACAATGAAATTTCCTGGACTATTGAAGACATGAA 
*+**********+*+********************************************* 

P AAF72422 961 CAGTTTAAAGACTTTGGATCTGAAGAACAATGAAATTTCCTGGACTATTGAAGACATGAA 

DNA37 14 0 138 3 TGGTGCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATCCG 
************************************************************ 

P AAF72422 1021 TGGTGCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATCCG 

DNA37 1 4 0 14 4 3 TTCTATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGTGA 
************************************************************ 

P AAF72422 1081 TTCTATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGTGA 

DNA37 14 0 15 03 CAACGCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAATT 
************************************************************ 

P AAF724 22 1141 CAACGCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAATT 

DNA37 14 0 15 63 GCATTTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGGGT 
************************************************************ 

P_AAF7 2422 1201 GCATTTAAAT ACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGGGT 

DNA37 14 0 1623 GGCGGAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTAAA 
************************************************************ 

p_AAF72 4 22 12 61 GGCGGAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTAAA 

DNA37 1 4 0 168 3 AGGAAGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCC7VAACC 
************************************************************ 

P AAF724 22 1321 AGGAAGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCAAACC 

DNA37 14 0 17 4 3 CCAGATCACGGTTCAGCCAGAAACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTCAT 
************************************************************ 

P_AAF7 2422 1381 CCAGATCACGGTTCAGCCAGAAACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTCAT 

DNA37 14 0 1803 CTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAATGA 
******************************************* 

P_AAF7 2422 1441 CTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAATGA 

DNA37 14 0 18 63 ACTACTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAGGT 
************************************************************ 

P__AAF7 2422 1501 ACTACTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAGGT 

DNA37 1 4 0 192 3 GATGGAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAATA 
************************************************************ 

P_AAF7 2 4 22 1561 GATGGAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAATA 

DNA37 1 4 0 198 3 TCAGTGTGTCATCTCCAATCACTTTGGTTCATCCTACTCTGTCAAAGCC7\AGCTTACAGT 
************************************************************ 

P_AAF724 22 1621 TCAGTGTGTCATCTCCAATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACAGT 

DNA37 14 0 2 0 4 3 AAATATGCTTCCCTCATICACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCCAT 
************************************************************ 

P_AAF7 2422 1681 AAATATGCTTCCCTCATTCACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCCAT 
DNA37 14 0 2103 GGCACGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAGGA 

************************************************************ 

P AAF724 22 174 1 GGCACGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAGGA 



DNA3 7140 2163 TGGGGGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGATGA 

P_AAF7 2422 1801 TGGGGGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGATGA 

DNA3 7140 2223 CGTGTTCTTTATCGTGGATGTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCTCA 

P_AAF7 2422 1861 CGTGTTCTTTATCGTGGATGTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCTCA 

DNA37 14 0 228 3 GAACAGTGCAGGAAGT ATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCATT 

P_AAF7 2422 1921 GAACAGTGCAGGAAGTATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCATT 

DNA37140 2 34 3 TTTGCGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTACAGTGCAT 

P__AAF7 2422 1981 TTTGCGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTACAGTGCAT 

DNA3 7140 2403 TGCTGGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGATAGCCCATTGGTGGT 

P_AAF7 2422 2041 TGCTGGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGATAGCCCATTGGTGGT 

DNA3714 0 24 63 AACCGAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGATGT 

P_AAF7 2422 2101 AACCGAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGATGT 

DNA3 7140 2523 CAGTGATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGGAAA 

P_AAF7 2422 2161 CAGTGATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGGAAA 

DNA3 714 0 258 3 CGTGCGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCCCATC 

P AAF72422 2221 CGTGCGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCCCATC 

— * 

DNA3 7140 2643 GTTAGACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGTGT 

P_AAF7 24 22 2281 GTTAGACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGTGT 

DNA37 14 0 27 03 GGTGGGCACGTCACTCGTGTGGGTGGTCATCATATACCACACAAGGCGGAGGAATGAAGA 

P_AAF7 24 22 2341 GGTGGGCACGTCACTCGTGTGGGTGGTCATCATATACCACACAAGGCGGAGGAATGAAGA 

DNA37140 27 63 TTGCAGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTGTC 

P_AAF7 2422 2401 TTGCAGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTGTC 

DNA3 7140 2823 ATCTCAGGGAACGTTAGCTGACAGGCAGGATGGGTACGTGTCTTCAGAAAGTGGAAGCCA 

P_AAF7 24 22 24 61 ATCTCAGGGAACGTTAGCTGACAGGCAGGATGGGTACGTGTCTTCAGAAAGTGGAAGCCA 

DNA37 1 4 0 288 3 CCACCAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGTGG 

P_AAF7 2422 2521 CCACCAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGTGG 

DNA37 1 4 0 2 94 3 GACCTGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTCCT 

P_AAF7 2422 2581 GACCTGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTCCT 

DNA3714 0 3003 TTGTCCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCAGA 



P_AAF7 2422 2641 TTGTCCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCAGA 

DRA3 7140 3063 TCCTTTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGACCA 

P_AAF7 2422 2701 TCCTTTTGAAACATATCATAC AGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGACCA 

DNA3 7140 3123 CTATGAGCCCAGTTACATAAAGAAAAAGGAGTGCTACCCATGTTCTCATCCTTCAGAAGA 

P_AAF7 2422 2761 CTATGAGCCCAGTTACATAAAGAAAAAGGAGTGCTACCCATGTTCTCATCCTTCAGAAGA 

DNA3 7140 3183 ATCCTGCGAACGGAGCTTCAGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTTAA 

P_AAF7 2422 2821 ATCCTGCGAACGGAGCTTCAGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTTAA 

DNA3714 0 324 3 CACTAGTTACTCTCACAATGAAGGACCTGGAATGAAAAATCTGTGTCTAAACAAGTCCTC 

P_AAF7 2422 2881 CACTAGTTACTCTCACAATGAAGGACCTGGAATGAAAAATCTGTGTCTAAACAAGTCCTC 

DNA3714 0 3303 TTTAGATTTTAGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATGGG 

P_AAF7 2422 2941 TTTAGATTTT AGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATGGG 

DNA3714 0 3363 TACCTTTGGAAAAGCTCTCAGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAGCC 

P_AAF7 2422 3001 TACCTTTGGAAAAGCTCTC AGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAGCC 

DNA37 14 0 34 2 3 ATCAGATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGACTC 

P_AAF7 2422 3061 ATCAGATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGACTC 

DNA3 7140 3483 TGGGTCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGTAC 

P__AAF7 2422 3121 TGGGTCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGTAC 

DNA3714 0 35 4 3 CTTT7\7^ACAGACTTTAGAAAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGACAC 

P_AAF724 22 3181 CTTTAAACAGACTTTAG71AAACTACAGGACTCC7VAATTTTCAGTCTTATGACTTGGACAC 

DNA3714 0 3 603 ATAGACTGAATGAGACCAAAGGAAAAGCTTAACATACTACCTCAAGTGAACTTTTATTTA 

P_AAF72422 3241 ATAGACTGAATGAGACCAAAGGAAAAGCTTAACATACTACCTCAAGTGAACTTTTATTTA 

DNA3714 0 3 663 AAAGAGAGAGAATCTTATGTTTTTTAAATGGAGTTATGAATTTTAAAAGGATAAAAATGC 

P__AAF724 22 3301 AAAGAGAGAGAATCTTATGTTTTTTAAATGGAGTTATGAATTTTAAAAGGATAAAAATGC 

DNA3714 0 3723 TTTATTTATACAGATGAACCAAAATTACAAAAAGTTATG/VAAATTTTTATACTGGGAATG 

P_AAF7 2422 3361 TTTATTTATACAGATGAACCAAAATTACAAAAAGTTATGAAAATTTTTATACTGGGAATG 

DNA3714 0 3783 ATGCTCATATAAGAATACCTTTTTAAACTATTTTTTAACTTTGTTTTATGCAAAAAAGTA 

P_AAF7 2 4 22 34 21 ATGCTCATATAAGAATACCTTTTTAAACTATTTTTTAACTTTGTTTTATGCAAAAAAGTA 

DNA37 14 0 3 8 4 3 TCTTACGTAAATTAATGATATAAATCATGATTATTTTATGTATTTTTATAATGCCAGATT 
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Human PR0326 polypeptide encoding cDNA. 
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1 AGCCGACGCTGCTCAAGCTGCAACTCTGTTGCAGTTGGCAGTTCTTTTCGGTTTCCCUTJtE 
1 AGCCGACGCTGCTCAAGCTGCAACTCTGTTGCAGTTGGCAGTTCTTTTCGGTTTCCC'] 



>1 P_AAF72424 Human PR0326 cDNA . (4053 bp) [1 seg] 
Score = 4053 (8034 bits), Expect = 0.0 

Identities = 4053/4053 (100%), at 1,1-4053,4053, Strand +/+ 

DNA3714 0 
P_AAF72424 

DNA3714 0 
P_AAF72424 

DNA3714 0 
P AAF72424 



6 1 TGCTGTTTGGGGGCATGAAAGGGCTTCGCCGCCGGGAGTAAAAGAAGGAATTGACCGC 

ro 

6 1 TGCTGTTTGGGGGCATGAAAGGGCTTCGCCGCCGGGAGTAAAAGAAGGAATTGACCGCS^ 



121 AGCGCGAGGGAGGAGCGCGCACGCGACCGCGAGGGCGGGCGTGCACCCTCGGCTGGAAGT 
121 AGCGCGAGGGAGGAGCGCGCACGCGACCGCGAGGGCGGGCGTGCACCCTCGGCTGGAAGT 



3> 

cd 

CD 



DNA3714 0 181 TTGTGCCGGGCCCCGAGCGCGCGCCGGCTGGGAGCTTCGGGTAGAGACCTAGGCCGCTGG 

P_AAF724 24 181 TTGTGCCGGGCCCCGAGCGCGCGCCGGCTGGGAGCTTCGGGTAGAGACCTAGGCCGCTGG 

DNA37 14 0 2 41 ACCGCGATGAGCGCGCCGAGCCTCCGTGCGCGCGCCGCGGGGTTGGGGCTGCTGCTGTGC 

P_AAF72424 241 ACCGCGATGAGCGCGCCGAGCCTCCGTGCGCGCGCCGCGGGGTTGGGGCTGCTGCTGTGC 

DNA37 14 0 301 GCGGTGCTGGGGCGCGCTGGCCGGTCCGACAGCGGCGGTCGCGGGGAACTCGGGCAGCCC 

P__AAF724 24 301 GCGGTGCTGGGGCGCGCTGGCCGGTCCGACAGCGGCGGTCGCGGGGAACTCGGGCAGCCC 

DNA3 714 0 361 TCTGGGGTAGCCGCCGAGCGCCCATGCCCCACTACCTGCCGCTGCCTCGGGGACCTGCTG 

P_AAF7 24 24 361 TCTGGGGTAGCCGCCGAGCGCCCATGCCCCACTACCTGCCGCTGCCTCGGGGACCTGCTG 

DNA37 1 4 0 4 21 -GACTGCAGTCGTAAGCGGCTAGCGCGTCTTCCCGAGCCACTCCCGTCCTGGGTCGCTCGG 

P_AAF7 24 2 4 4 21 GACTGCAGTCGTAAGCGGCTAGCGCGTCTTCCCGAGCCACTCCCGTCCTGGGTCGCTCGG 

DNA3714 0 481 CTGGACTTAAGTCACAACAGATTATCTTTCATCAAGGCAAGTTCCATGAGCCACCTTCAA 

P AAF724 24 481 CTGGACTTAAGTCACAACAGATTATCTTTCATCAAGGCAAGTTCCATGAGCCACCTTCAA 
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541 AGCCTTCGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCA 
************************************************************ 

541 AGCCTTCGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCA 

601 GTCTCGGCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCT 
************************************ 

601 GTCTCGGCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCT 

661 GAACATCTGAAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCA 
************************************************************ 

661 GAAGATCTGAAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCA 

721 GAGCTCCAAACTGCATTTCCAGCCCTACAGCTCAAATATCTGTATCTCAACAGCAACCGA 
************************************************************ 

721 GAGCTCCAAACTGCATTTCCAGCCCTACAGCTCAAATATCTGTATCTCAACAGCAACCGA 

7 81 GTCACATCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTTAAAG 
************************************************************ 

781 GTCACATCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTTAAAG 

841 CTGAACAGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAA 
************************************************************ 

84 1 CTGAACAGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAA 

901 CATCTCGAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCAAGGCCTT 
************************************************************ 

90 1 CATCTCGAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCAAGGCCTT 

961 GGTGCTCTG71AGTCTCTGAAAATGCAAAGAAATGGAGTAACGAAACTTATGGATGGAGCT 
************************************************************ 

961 GGTGCTCTGAAGTCTCTGAAAATGCAAAGAAATGGAGTAACGAAACTTATGGATGGAGCT 
1021 TTTTGGGGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAACAACCTAACAGAG. 

********************************************************* *<QQ 

'CD 

1021 TTTTGGGGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAACAACCTAACAGAGi^. 

1081 ACCAAAGGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCC 
************************************************************ 

1081 ACCAAAGGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCC 

1141 ATCAACAGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTA 
************************************************************ 

1141 ATCAACAGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTA 

1201 ACTTTCAATCACTTATCAAGGTTAGATGATTCAAGCTTCCTTGGCCTAAGCTTACTAAAT 
************************************************************ 

1201 ACTTTCAATCACTTATCAAGGTTAGATGATTCAAGCTTCCTTGGCCTAAGCTTACTAAAT 

12 61 ACACTGCACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTT 
************************************************************ 

12 61 ACACTGCACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTT 

1321 TCCAGTTTAAAGACTTTGGATCTGAAGAACAATGAAATTTCCTGGACTATTGAAGACATG 
************************************************************ 

1321 TCCAGTTTAAAGACTTTGGATCTGAAGAACAATGAAATTTCCTGGACTATTGAAGACATG 
1381 AATGGTGCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATC 
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1381 AATGGTGCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATC 
14 41 CGTTCTATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGT 

14 41 CGTTCTATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGT 
1501 GACAACGCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAA 
1501 GACAACGCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAA 
1561 TTGCATTTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGG 

15 61 TTGCATTTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGG 
1621 GTGGCGGAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTA 
1621 GTGGCGGAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTA 
1681 AAAGGAAGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCAAA 
1681 AAAGGAAGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCAAA 
17 41 CCCCAGATCACGGTTCAGCCAGAAACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTC 

17 41 CCCCAGATCACGGTTCAGCCAGAAACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTC 

18 01 ATCTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAAT 
1801 ATCTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAAT 
18 61 GAACTACTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAG 
18 61 GAACTACTGCATGATGCTGAAATGGAAAATT ATGCACACCTCCGGGCCCAAGGTGGCGAG 
1921 GTGATGGAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAA 
1921 GTGATGGAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAA 
1981 TATCAGTGTGTCATCTCCAATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACA 
1981 TATCAGTGTGTCATCTCCAATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACA 
2041 GTAAATATGCTTCCCTCATTCACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCC 
204 1 GTAAATATGCTTCCCTCATTCACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCC 
2101 ATGGCACGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAG 
2101 ATGGCACGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAG 
2161 GATGGGGGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGAT 
2161 GATGGGGGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGAT 
2221 GACGTGTTCTTTATCGTGGATGTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCT 



P AAF724 24 2221 GACGTGTTCTTTATCGTGGATGTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCT ^ 



DNA3714 0 2281 C AG AAC AG T G C AGG AAG TAT T T C AGC AAAT GC AAC TC T G AC T G T C C T AG AAACACC ATC A 
* + * + + + + * + + + + * * ************** *.* **************** 

P_AAF7 2424 2281 CAGAACAGTGCAGGAAGTATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCA 

DNA3714 0 2341 TTTTTGCGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTACAGTGC 
************************************************************ 

P AAF724 24 2341 TTTTTGCGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTACAGTGC 

DNA3 7140 2401 ATTGCTGGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGATAGCCCATTGGTG 
************************************************************ 

P AAF7 2 424 24 01 ATTGCTGGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGATAGCCCATTGGTG 
- — b 

m 

DNA37 14 0 24 61 GTAACCGAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGAO 

********************************************************** * r *r— w ^* 

P AAF72424 24 61 GTAACCGAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGAffn "O 



DNA3 7140 2521 GTCAGTGATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGi 

********************************************************** *_*_ 



P AAF72424 2521 GTCAGTGATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAG(§> a 

- CZ> CD 

DNA37 140 2581 AACGTGCGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCC<£§ 
********************************************************** 

P_AAF7 2424 2581 AACGTGCGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCCCA 

DNA3714 0 2 641 TCGTTAGACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGT 
************************************************************ 

P_AAF72 4 24 2 641 TCGTTAGACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGT 
DNA3714 0 27 01 GTGGTGGGCACGTCACTCGTGTGGGTGGTCATCATATACCACACAAGGCGGAGGAATGAA 

■^4r********************************************************** 

P_AAF7 2424 2701 GTGGTGGGCACGTCACTCGTGTGGGTGGTCATCATATACCACACAAGGCGGAGGAATGAA 

DNA3 7140 2761 GATTGCAGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTG 
************************************************************ 

P_AAF7 2424 2761 GATTGCAGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTG 

DNA37 14 0 2821 TCATCTCAGGGAACGTTAGCTGACAGGCAGGATGGGTACGTGTCTTCAGAAAGTGGAAGC 
************************************************************ 

P_AAF7 2424 2821 TCATCTCAGGGAACGTTAGCTGACAGGCAGGATGGGTACGTGTCTTCAGAAAGTGGAAGC 

DNA3714 0 2881 CACCACCAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGT 
************************************************************ 

P_AAF7 2424 2881 CACCACCAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGT 

DNA37140 2941 GGGACCTGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTC 
************************************************************ 
P_AAF7 2424 2941 GGGACCTGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTC 

DNA37 14 0 30 01 CTTTGTCCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCA 
************************************************************ 
P_AAF7 2424 3001 CTTTGTCCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCA 

DNA37 1 4 0 30 61 GATCCTTTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGAC 

P AAF72424 3061 GATCCTTTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGAC 



DNA3 7140 3121 CACTATGAGCCCAGTTACATAAAGAAAAAGGAGTGCTACCCATGTTCTCATCCTTCAGAA 

P_AAF7 2424 3121 C ACT AT GAG C C C AG T T AC AT AAAG AAAAAG GAG T G C T AC CCATGTTCT CAT C C T T C AG AA 

DNA3 7140 3181 GAATCCTGCGAACGGAGCTTCAGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTT 

P_AAF7 2424 3181 GAATCCTGCGAACGGAGCTTCAGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTT 

DNA3714 0 32 41 AACACTAGTTACTCTCACAATG7VAGGACCTGGAATGAAAAATCTGTGTCTAAACAAGTCC 

P_AAF7 2424 3241 AACACTAGTTACTCTCACAATGAAGGACCTGGAATGAAAAATCTGTGTCTAAACAAGTCC 

DNA3 7140 3301 TCTTTAGATTTTAGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATG 

P_AAF72 4 24 3301 TCTTTAGATTTTAGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATG 

DNA37 14 0 33 61 GGTACCTTTGGAAAAGCTCTCAGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAG 

P_AAF7 2 4 24 3361 GGTACCTTTGGAAAAGCTCTCAGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAG 

DNA371 4 0 34 21 CCATCAGATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGAC 

P_AAF7 2 4 24 3421 CCATCAGATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGAC 

DNA37140 34 81 TCTGGGTCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGT 

P_AAF72 4 24 34 81 TCTGGGTCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGT 

DNA37 1 4 0 3541 ACCTTTAAACAGACTTTAGAAAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGAC 

* 

P_AAF72424 354 1 ACCTTTAAACAGACTTTAGAAAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGAC 

DNA37 14 0 3601 ACATAGACTGAATGAGACCAAAGGAAAAGCTTAACATACTACCTCAAGTGAACTTTTATT 

P_AAF72 4 24 3 601 ACATAGACTGAATGAGACCAAAGGAAAAGCTTAACATACTACCTCAAGTGAACTTTTATT 

DNA37 14 0 3661 TAAAAGAGAGAGAATCTTATGTTTTTTAAATGGAGTTATGAATTTTAAAAGGATAAAAAT 

P_AAF7 2424 3661 TAAAAGAGAGAGAATCTTATGTTTTTTAAATGGAGTTATGAATTTTAAAAGGATAAAAAT 

DNA37 1 4 0 3721 GCTTTATTTATACAGATGAACCAAAATTACAAAAAGTTATGAAAATTTTTATACTGGGAA 

P_AAF7 2424 3721 GCTTTATTT ATACAGATG7\ACCAAAATTACAAAAAGTTATG7VAAATTTTTATACTGGGAA 

DNA3714 0 37 81 TGATGCTCATATAAGAATACCTTTTTAAACTATTTTTTAACTTTGTTTTATGCAAAAAAG 

P_AAF7 2424 3781 TGATGCTCATATAAGAATACCTTTTTAAACTATTTTTTAACTTTGTTTTATGCAAAAAAG 

DNA3714 0 38 41 TATCTTACGTAAATTAATGATATAAATCATGATTATTTTATGTATTTTTATAATGCCAGA 

P_AAF72424 384 1 TATCTTACGTAAATTAATGATATAAATCATGATTATTTTATGTATTTTTATAATGCCAGA 

DNA3714 0 3 901 TTTCTTTTTATGGAAAATGAGTTACTAAAGCATTTTAAATAATACCTGCCTTGTACCATT 

P_AAF724 2 4 3901 TTTCTTTTTATGGAAAATGAGTTACTAAAGCATTTTAAATAATACCTGCCTTGTACCATT 



DNA3714 0 3 961 TTTTAAATAGAAGTTACTTCATTATATTTTGCACATTATATTTAATAAAATGTGTCAATT 

P_AAF72424 3961 TTTTAAATAGAAGTTACTTCATTATATTTTGCACATTATATTTAATAAAATGTGTCAATT 

DNA3714 0 4 021 TGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 

P_AAF72424 4021 TGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 

>2 P_AAZ52208 Human PR0326 protein encoding cDNA, UNQ287. DNA, PAT 18-JUL-2000 
(4053 bp) [1 seg] 

Score = 4053 (8034 bits), Expect =0.0 

Identities = 4053/4053 (100%), at 1,1-4053,4 053, Strand +/+ 

DNA3714 0 1 AGCCGACGCTGCTCAAGCTGCAACTCTGTTGCAGTTGGCAGTTCTTTTCGGTTTCCCTCC 

P_AAZ52208 1 AGCCGACGCTGCTCAAGCTGCAACTCTGTTGCAGTTGGCAGTTCTTTTCGGTTTCCCTCC 

DNA3714 0 61 TGCTGTTTGGGGGCATGAAAGGGCTTCGCCGCCGGGAGTAAAAGAAGGAATTGACCGGGC 

P_AAZ52208 ■ 61 TGCTGTTTGGGGGCATGAAAGGGCTTCGCCGCCGGGAGTAAAAGAAGGAATTGACCGGGC 

DNA3 714 0 121 AGCGCGAGGGAGGAGCGCGCACGCGACCGCGAGGGCGGGCGTGCACCCTCGGCTGGAAGT 

P_AAZ 52208 121 AGCGCGAGGGAGGAGCGCGCACGCGACCGCGAGGGCGGGCGTGCACCCTCGGCTGGAAGT 

DNA3 714 0 181 TTGTGCCGGGCCCCGAGCGCGCGCCGGCTGGGAGCTTCGGGTAGAGACCTAGGCCGCTGG 

P_AAZ52208 181 TTGTGCCGGGCCCCGAGCGCGCGCCGGCTGGGAGCTTCGGGTAGAGACCTAGGCCGCTGG 

DNA3 714 0 241 ACCGCGATGAGCGCGCCGAGCCTCCGTGCGCGCGCCGCGGGGTTGGGGCTGCTGCTGTGC 

P__AAZ52208 241 ACCGCGATGAGCGCGCCGAGCCTCCGTGCGCGCGCCGCGGGGTTGGGGCTGCTGCTGTGC 

DNA3714 0 301 GCGGTGCTGGGGCGCGCTGGCCGGTCCGACAGCGGCGGTCGCGGGGAACTCGGGCAGCCC 

P_AAZ52208 301 GCGGTGCTGGGGCGCGCTGGCCGGTCCGACAGCGGCGGTCGCGGGGAACTCGGGCAGCCC 

DNA3714 0 361 TCTGGGGTAGCCGCCGAGCGCCCATGCCCCACTACCTGCCGCTGCCTCGGGGACCTGCTG 

P_AAZ52208 3 61 TCTGGGGTAGCCGCCGAGCGCCCATGCCCCACTACCTGCCGCTGCCTCGGGGACCTGCTG 

DNA37 1 4 0 4 21 GACTGCAGTCGTAAGCGGCTAGCGCGTCTTCCCGAGCCACTCCCGTCCTGGGTCGCTCGG 

P_AAZ52208 4 21 GACTGCAGTCGTAAGCGGCTAGCGCGTCTTCCCGAGCCACTCCCGTCCTGGGTCGCTCGG 

DNA37 1 4 0 4 81 CTGGACTTAAGTCACAACAGATTATCTTTCATCAAGGCAAGTTCCATGAGCCACCTTCAA 

P__AAZ52208 481 CTGGACTTAAGTCACAACAGATTATCTTTCATCAAGGCAAGTTCCATGAGCCACCTTCAA 

DNA37140 54 1 AGCCTTCGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCA 

P__AAZ52208 54 1 AGCCTTCGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCA 

DNA3714 0 601 GTCTCGGCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCT 

P_AAZ52208 60 1 GTCTCGGCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCT 



DNA3 7 14 0 661 GAACATCTGAAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCA 

P_AAZ52208 661 GAACATCTGAAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCA 

DNA3 7 14 0 7 21 GAGCTCCAAACTGCATTTCCAGCCCTACAGCTCAAATATCTGTATCTCAACAGCAACCGA 

P_AAZ52208 721 GAGCTCCAAACTGCATTTCCAGCCCTACAGCTCAAATATCTGTATCTCAACAGCAACCGA 

DNA3 7 14 0 7 81 GTCACATCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTTAAAG 

P_AAZ52208 781 GTCACATCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTTAAAG 

DNA37 14 0 8 4 1 CTGAACAGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAA 

P_AAZ52208 841 CTGAACAGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAA 

DNA37 14 0 901 CATCTCGAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCAAGGCCTT 

P_AAZ522 08 901 CATCTCGAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCAAGGCCTT 

DNA37 14 0 961 GGTGCTCTGAAGTCTCTGAAAATGCAAAGAAATGGAGTAACGAAACTTATGGATGGAGCT 

P_AAZ 52208 961 GGTGCTCTGAAGTCTCTGAAAATGCAAAGAAATGGAGTAACGAAACTT ATGGATGGAGCT 

DNA37 14 0 1021 TTTTGGGGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAACAACCTAACAGAGATT 

P_AAZ52208 1021 TTTTGGGGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAACAACCTAACAGAGATT 

DNA37 1 4 0 1081 ACCAAAGGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCC 

P_AAZ52208 1081 ACCATVAGGCTGGCTTTACGGCf TGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCC 

DNA3714 0 114 1 ATCAACAGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTA 

P_AAZ52208 114 1 ATCAACAGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTA 

DNA37 14 0 1201 ACTTTCAATCACTTATCAAGGTTAGATGATTCAAGCTTCCTTGGCCTAAGCTTACTAAAT 

P_AAZ52208 1201 ACTTTCAATCACTTATCAAGGTTAGATGATTCAAGCTTCCTTGGCCTAAGCTTACTAAAT 

DNA37 14 0 12 61 ACACTGCACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTT 

P_AAZ52208 12 61 ACACTGCACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTT 

DNA37 14 0 1321 TCCAGTTTAAAGACTTTGGATCTGAAGAACAATGAAATTTCCTGGACTATTGAAGACATG 

P_AAZ52 208 1321 TCCAGTTTAAAGACTTTGGATCTGAAGAACAATGAAATTTCCTGGACTATTGAAGACATG 

DNA3 7140 1381 AATGGTGCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATC 

P_AAZ52 208 1381 AATGGTGCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATC 

DNA37 1 4 0 14 4 1 CGTTCTATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGT 

P_AAZ52208 14 4 1 CGTTCTATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGT 

DNA37 14 0 1501 GACAACGCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAA 



P_AAZ 52208 1501 GACAACGCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAA 

DNA3 7140 1561 TTGCATTTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGG 

P_AAZ 52208 1561 TTGCATTTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGG 

DNA3 7140 1621 GTGGCGGAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTA 

P_AAZ522 08 1621 GTGGCGGAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTA 

DNA3 7140 1681 AAAGGAAGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCAAA 

P_AAZ52208 1681 AAAGGAAGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCAAA 

DNA3714 0 1741 CCCCAGATCACGGTTCAGCCAG/mACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTC 

P_AAZ52208 1741 CCCCAGATCACGGTTCAGCCAGAAACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTC 

DNA3 7140 1801 ATCTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAAT 

P_AAZ52208 1801 ATCTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAAT 

DNA3 7140 1861 GAACTACTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAG 

P_AAZ 52208 1861 GAACTACTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAG 

DNA37 14 0 1921 GTGATGGAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAA 

P_AAZ 52208 1921 GTGATGGAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAA 

DNA37 1 4 0 1981 TATCAGTGTGTCATCTCCAATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACA 

P_AAZ52208 1981 TATCAGTGTGTCATCTCCAATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACA 

DNA37 14 0 2 041 GTAAATATGCTTCCCTCATTCACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCC 

P_AAZ52208 2041 GTAAATATGCTTCCCTCATTCACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCC 

DNA3 7140 2101 ATGGCACGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAG 

P_AAZ52208 2101 ATGGCACGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAG 

DNA3714 0 2161 GATGGGGGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGAT 

P__AAZ52 208 2161 GATGGGGGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGAT 

DNA37 140 2221 GACGTGTTCTTTATCGTGGATGTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCT 

P_AAZ 5 2208 2221 GACGTGTTCTTTATCGTGGATGTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCT 

DNA37 14 0 22 81 CAGAACAGTGCAGGAAGTATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCA 

P_AAZ522 08 2 281 CAGAACAGTGCAGGAAGTATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCA 

DNA37 14 0 2 341 TTTTTGCGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTACAGTGC 



P_AAZ 52208 2341 TTTTTGCGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTACAGTGC 

DNA3 7140 2401 ATTGCTGGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGATAGCCCATTGGTG 
*********************** 

P_AAZ52208 24 01 ATTGCTGGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGATAGCCCATTGGTG 

DNA3714 0 24 61 GTAACCGAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGAT 
************************************************** + *** + + * + ^. A , 

P_AAZ52208 2 4 61 GTAACCGAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGAT 

DNA37 14 0 2 521 GTCAGTGATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGGA 
************************************************************ 

P_AAZ522 08 2 521 GTCAGTGATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGGA 

DNA37 14 0 2581 AACGTGCGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCCCA 
************************************************************ 

P_AAZ52208 2581 AACGTGCGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCCCA 

DNA37 1 4 0 2 641 TCGTTAGACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGT 
************************************************************ 

P_AAZ52208 2 641 TCGTTAGACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGT 

DNA37 14 0 2 701 GTGGTGGGCACGTCACTCGTGTGGGTGGTCATCATATACCACACAAGGCGGAGGAATGAA 
************************************************************ 

P_AAZ 5 2208 2701 GTGGTGGGCACGTCACTCGTGTGGGTGGTCATCATATACCACACAAGGCGGAGGAATGAA 
DNA3714 0 27 61 GATTGCAGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTG 

************************************************************ 

P_AAZ52 2 08 27 61 GATTGCAGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTG 

DNA3714 0 2821 TCATCTCAGGGAACGTTAGCT^ACAGGCAGGATGGGTACGTGTCTTCAGAAAGTGGAAGC 
************************************************************ 

P_AAZ 52208 2821 TCATCTCAGGGAACGTTAGCTGACAGGCAGGATGGGTACGTGTCTTCAGAAAGTGGAAGC 

DNA3 7140 2881 CACCACCAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGT 
************************************************************ 

P_AAZ52208 2881 CACCACCAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGT 

DNA3714 0 2941 GGGACCTGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTC 
************************************************************ 

P_AAZ52208 294 1 GGGACCTGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTC 

DNA3714 0 3001 CTTTGTCCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCA 
************************************************************ 

P_AAZ5220 8 30 01 CTTTGTCCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCA 

DNA37 14 0 30 61 GATCCTTTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGAC 
************************************************************ 

P_AAZ52208 30 61 GATCCTTTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGAC 

DNA3 7 14 0 3121 CACT ATGAGCCCAGTTACATAAAGAAAAAGGAGTGCTACCCATGTTCTCATCCTTCAGAA 
************************************************************ 

?_AAZ52208 3121 CACTATGAGCCCAGTTACATAAAGAAAAAGGAGTGCTACCCATGTTCTCATCCTTCAGAA 

DNA37 1 4 0 3181 GAATCCTGCGAACGGAGCTTCAGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTT 
************************************************************ 

P_AAZ52208 3181 GAATCCTGCGAACGGAGCTTCAGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTT 



DNA3714 0 3241 AACACTAGTTACTCTCACAATGAAGGACCTGGAATGAAAAATCTGTGTCTAAACAAGTCC 
*********************+***********************+*********^ 

P_AAZ52208 3241 AACACTAGTTACTCTCACAATGAAGGACCTGGAATGAAAAATCTGTGTCTAAACAAGTCC 

DNA37 140 3301 TCTTTAGATTTTAGTGC/^AATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATG 
*************************************************++**+ + **+^ 

P_AAZ52208 3301 TCTTTAGATTTTAGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATG 

DNA37 14 0 3361 GGTACCTTTGGAAAAGCTCTCAGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAG 

P_AAZ 52208 3361 GGTACCTTTGGAAAAGCTCTCAGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAG 

DNA37 14 0 34 21 CCATCAGATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGAC 
****************************************************+******* 

P_AAZ52208 34 21 CCATCAGATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGAC 
DNA37 14 0 34 81 TCTGGGTCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGT 

*************************** + + *************** + .* *****+******** 

P_AAZ 5 2208 3481 TCTGGGTCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGA7\AATCACATTTGT 
DNA3714 0 354 1 ACCTTTAAACAGACTTTAGAAAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGAC 

****************************** + *********** + ************ + *^ 

P_AAZ52208 3541 ACCTTTAAACAGACTTTAGAAAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGAC 

DNA37 14 0 3601 ACATAGACTGAATGAGACCAAAGGAAAAGCTTAACATACTACCTCAAGTGAACTTTTATT 

P_AAZ 52208 3601 ACATAGACTGAATGAGACCAAAGGAlAAAGCTTAACATACTACCTCAAGTGAACTTTTATT 

DNA3 7140 3661 TAAAAGAGAGAGAATCTTATGTTTTTTAAATGGAGTTATGAATTTTAAAAGGATAAAAAT 
**************************************************+********+ 

P_AAZ5 2 2 08 3 6 61 TAAAAGAGAGAGAATCTTATGTTTTTTAAATGGAGTTATGAATTTTAAAAGGATAAAAAT 
DNA3714 0 37 21 GCTTTATTTATACAGATGAACCAAAATTACAAAAAGTTATGAAAATTTTTATACTGGGAA 

************************************************************ 

P_AAZ52208 3721 GCTTTATTTATACAGATGAACCAAAATTACAAAAAGTTATGAAAATTTTTATACTGGGAA 

DNA37 14 0 3781 TGATGCTCATATAAGAATACCTTTTT7VAACTATTTTTTAACTTTGTTTTATGCAAAAAAG 
************************************************************ 

P_AAZ52208 3781 TGATGCTCATATAAGAATACCTTTTTAAACTATTTTTTAACTTTGTTTTATGCAAAAAAG 

DNA3714 0 3841 TATCTTACGTAAATTAATGATATAAATCATGATTATTTTATGTATTTTTATAATGCCAGA 
************************************************************ 

P_AAZ52208 384 1 TATCTTACGTAAATTAATGATATAAATCATGATTATTTTATGTATTTTTATAATGCCAGA 

DNA3 7140 3901 TTTCTTTTTATGGAAAATGAGTTACTAAAGCATTTTAAATAATACCTGCCTTGTACCATT 
************************************************************ 

P_AAZ52208 3901 TTTCTTTTTATGG7\AAATGAGTTACTAAAGCATTTTAAATAATACCTGCCTTGTACCATT 

DNA3714 0 3 961 TTTTAAATAGAAGTTACTTCATTATATTTTGCACATTATATTTAATAAAATGTGTCAATT 

*****************************+****************************** 

P_AAZ52208 3 961 TTTTAAATAGAAGTTACTTCATTATATTTTGCACATTATATTTAATAAAATGTGTCAATT 
DNA3714 0 4 021 TGAAAAAAAAAAAAAAAAAAAAAAAAAAJLAAAA 

*****************************--** 

P AAZ52208 4 021 T G AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 



>3 P_AAX52266 Protein PR0326 cDNA clone DNA37 14 0-1234 . DNA, PAT 25-JUN-1999 
(4053 bp) [1 seg] 

Score = 4053 (8034 bits), Expect = 0.0 

Identities - 4053/4053 (100%), at 1,1-4053,4053, Strand +/+ 

DNA3714 0 1 AGCCGACGCTGCTCAAGCTGCAACTCTGTTGCAGTTGGCAGTTCTTTTCGGTTTCCCTCC 

P_AAX522 66 1 AGCCGACGCTGCTCAAGCTGCAACTCTGTTGCAGTTGGCAGTTCTTTTCGGTTTCCCTCC 

DNA3 714 0 61 TGCTGTTTGGGGGCATGAAAGGGCTTCGCCGCCGGGAGTAAAAGAAGGAATTGACCGGGC 

P_AAX522 66 61 TGCTGTTTGGGGGCATGAAAGGGCTTCGCCGCCGGGAGTAAAAGAAGGAATTGACCGGGC 

DNA37 14 0 121 AGCGCGAGGGAGGAGCGCGCACGCGACCGCGAGGGCGGGCGTGCACCCTCGGCTGGAAGT 

P_AAX5 2 266 121 AGCGCGAGGGAGGAGCGCGCACGCGACCGCGAGGGCGGGCGTGCACCCTCGGCTGGAAGT 

DNA3 714 0 181 TTGTGCCGGGCCCCGAGCGCGCGCCGGCTGGGAGCTTCGGGT AGAGACCTAGGCCGCTGG 

P_AAX522 66 181 TTGTGCCGGGCCCCGAGCGCGCGCCGGCTGGGAGCTTCGGGTAGAGACCTAGGCCGCTGG 

DNA3714 0 241 ACCGCGATGAGCGCGCCGAGCCTCCGTGCGCGCGCCGCGGGGTTGGGGCTGCTGCTGTGC 

P_AAX522 66 241 ACCGCGATGAGCGCGCCGAGCCTCCGTGCGCGCGCCGCGGGGTTGGGGCTGCTGCTGTGC 

DNA37 1 4 0 301 GCGGTGCTGGGGCGCGCTGGCCGGTCCGACAGCGGCGGTCGCGGGGAACTCGGGCAGCCC 

P_AAX522 66 301 GCGGTGCTGGGGCGCGCTGGCCGGTCCGACAGCGGCGGTCGCGGGGAACTCGGGCAGCCC 

DNA37 1 4 0 3 61 TCTGGGGTAGCCGCCGAGCGCCCATGCCCCACTACCTGCCGCTGCCTCGGGGACCTGCTG 

P__AAX52 2 66 3 61 TCTGGGGTAGCCGCCGAGCGCCCATGCCCCACTACCTGCCGCTGCCTCGGGGACCTGCTG 

DNA37 1 4 0 4 21 GACTGCAGTCGTAAGCGGCTAGCGCGTCTTCCCGAGCCACTCCCGTCCTGGGTCGCTCGG 

P_AAX522 66 421 GACTGCAGTCGTAAGCGGCTAGCGCGTCTTCCCGAGCCACTCCCGTCCTGGGTCGCTCGG 

DNA 3 714 0 4 81 CTGGACTTAAGTCACAACAGATTATCTTTCATCAAGGCAAGTTCCATGAGCCACCTTCAA 

P_AAX 52266 481 CTGGACTT AAGTC ACAACAGATTATCTTTCATC AAGGCAAGTTCC ATGAGCCACCTTCAA 

DNA3714 0 541 AGCCTTCGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCA 

P_AAX5 2 2 66 541 AGCCTTCGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCA 

DNA3 714 0 601 GTCTCGGCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCT 

P_AAX522 66 601 GTCTCGGCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCT 

DNA3714 0 661 GAACATCTG7VAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCA 

P_AAX522 66 661 GAACATCTGAAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCA 

DNA3 714 0 7 21 GAGCTCCAAACTGCATTTCCAGCCCTACAGCTCAAATATCTGT ATCTCAACAGCAACCGA 

P_AAX522 6 6 721 GAGCTCCAAAC TGCATTTC CAGCCCT AC AGCTCAAATATCTGT ATCTCAACAGCAACCGA 



DNA3 714 0 7 81 GTCACATCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTTAAAG 

P_AAX522 66 781 GTCACATCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTTAAAG 

DNA3714 0 841 CTGAACAGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAA 

P_AAX52266 841 CTGAACAGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAA 

DNA3714 0 901 CATCTCGAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCAAGGCCTT 

P_AAX522 66 901 CATCTCGAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCAAGGCCTT 

DNA3714 0 961 GGTGCTCTGAAGTCTCTGAAAATGCAAAGAAATGGAGTAACGAAACTTATGGATGGAGCT 

P_AAX522 66 9 61 GG T GC T CTG AAGT CTCTGAAAATGCAAAGAAATGG AG TAACGAAACTT AT GGATGGAGCT 

DNA3 7140 1021 TTTTGGGGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAACAACCTAACAGAGATT 

P_AAX522 66 1021 TTTTGGGGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAACAACCTAACAGAGATT 

DNA3 7140 1081 ACCAAAGGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCC 
*^***^** + + ** + ** + + ^ + + ^ + + + ^^ + + + + * + + + ^^^ + + + ^^ + ^ + ^ + + + + ^ + + ^^^ slr + ^^ 

P_AAX522 66 1081 ACCAAAGGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCC 

DNA3 7140 1141 ATCAACAGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTA 

P_AAX 52266 1141 ATCAACAGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTA 

DNA3 7140 1201 ACTTTCAATCACTTATCAAGGTTAGATGATTCAAGCTTCCTTGGCCT7\AGCTTACTAAAT 

P_AAX52266 1201 ACTTTCAATCACTTATCAAGGTTAGATGATTCAAGCTTCCTTGGCCTAAGCTTACTAAAT 

DNA3 7140 1261 ACACTGCACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTT 

P_AAX522 66 12 61 ACACTGCACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTT 

DNA3714 0 1321 TCCAGTTTAAAGACTTTGGATCTGAAGAACAATGAAATTTCCTGGACTATTGAAGACATG 

P_AAX522 66 1321 TCCAGTTTAAAGACTTTGGATCTGAAGAACAATGAAATTTCCTGGACTATTGAAGACATG 

DNA3714 0 1381 AATGGTGCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATC 

P_AAX522 66 1381 AATGGTGCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATC 

DNA3 714 0 14 41 CGTTCTATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGT 

P_AAX522 66 14 41 CGTTCTATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGT 

DNA37 14 0 15 01 GACAACGCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAA 

P__AAX522 66 1501 GACAACGCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAA 

DNA37 14 0 15 61 TTGCATTTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGG 

P_AAX522 66 15 61 TTGCATTTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGG 

DNA37 1 4 0 1621 GTGGCGGAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTA 



P_AAX5 2 2 66 1621 GTGGCGGAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTA 

DNA37 1 4 0 1681 AAAGGAAGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCAAA 

P_AAX522 66 1681 AAAGGAAGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCAAA 

DNA3714 0 17 41 CCCCAGATCACGGTTCAGCCAGAAACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTC 

P_AAX5 2 266 1741 CCCCAGATCACGGTTCAGCCAGAAACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTC 

DNA3 7140 1801 ATCTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAAT 

P_AAX52266 1801 ATCTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAAT 

DNA3 7140 1861 GAACTACTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAG 

P__AAX522 66 18 61 GAACTACTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAG 

DNA3714 0 1921 GTGATGGAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAA 

P_AAX52266 1921 GTGATGGAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAA 

DNA37 1 4 0 1981 TATCAGTGTGTCATCTCCAATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACA 

P_AAX522 66 1981 TATCAGTGTGTCATCTCC7\ATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACA 

DNA3 7140 2041 GTAAATATGCTTCCCTCATTCACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCC 
******* *-******** + + + ** + + + ** + ** + ***^ 

P_AAX52266 2041 GTAAATATGCTTCCCTCATTCACCAAGACGCCCATGGATCTCACCATCCGAGCTGGGGCC 

DNA3 7140 2101 ATGGCACGCTTGGAGTGTGCTdCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAG 
**************************************************^ 

P_AAX522 66 2101 ATGGCACGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAG 

DNA3 7140 2161 GATGGGGGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGAT 
********************************+********+*******+********+* 

P_AAX522 66 2161 GATGGGGGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGAT 

DNA3714 0 2221 GACGTGTTCTTTATCGTGGATGTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCT 

P_AAX 52266 2221 GACGTGTTCTTT ATCGTGGATGTGAAG ATAGAGGAC ATTGGGGTATACAGCTGC ACAGCT 

DNA371 4 0 2281 CAGAACAGTGCAGGAAGTATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCA 

P_AAX522 6 6 2281 CAGAACAGTGCAGGAAGTATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCA 

DNA3 7140 2341 TTTTTGCGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTACAGTGC 

P_AAX522 66 2341 TTTTTGCGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTACAGTGC 

DNA37 1 4 0 2 4 01 ATTGCTGGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGATAGCCCATTGGTG 

P_AAX522 6 6 24 01 ATTGCTGGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGATAGCCCATTGGTG 

DNA37 14 0 2 4 61 GTAACCGAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGAT 



P_AAX52266 24 61 GTAACCGAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGAT 

DNA3714 0 2521 GTCAGTGATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGGA 

P_AAX52266 2521 GTCAGTGATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGGA 

DNA37 14 0 2581 AACGTGCGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCCCA 

P_AAX522 66 2581 AACGTGCGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCCCA 

DNA37140 2641 TCGTTAGACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGT 

P_AAX522 66 2 641 TCGTTAGACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGT 

DNA37 14 0 2 7 01 GTGGTGGGCACGTCACTCGTGTGGGTGGTCATCATATACCACACAAGGCGGAGGAATGAA 

P_AAX522 66 2701 GTGGTGGGCACGTCACTCGTGTGGGTGGTCATCATATACCACACAAGGCGGAGGAATGAA 

DNA3714 0 2 7 61 GATTGCAGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTG 

P_AAX522 66 27 61 GATTGCAGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTG 

DNA37 14 0 2 8 21 TCATCTCAGGGAACGTTAGCTGACAGGCAGGATGGGTACGTGTCTTCAGAAAGTGGAAGC 

P_AAX522 66 2821 TCATCTCAGGGAACGTTAGCTGACAGGCAGGATGGGTACGTGTCTTCAGAAAGTGGAAGC 

DNA37 1 4 0 28 81 CACCACCAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGT 

P_AAX522 66 2 881 CACCACCAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGT 

DNA3714 0 2 941 GGGACCTGCCATATTGACAAT^GCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTC 

P_AAX522 66 2 94 1 GGGACCTGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTC 

DNA3714 0 3001 CTTTGTCCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCA 

P_AAX522 66 3001 CTTTGTCCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCA 

DNA37 1 4 0 30 61 GATCCTTTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGAC 

P_AAX522 66 30 61 GATCCTTTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGAC 

DNA37 1 4 0 3121 CACTATGAGCCCAGTTACATAAAGAAAAAGGAGTGCTACCCATGTTCTCATCCTTCAGAA 

P_AAX522 6 6, 3121 CACTATGAGCCCAGTTACATAAAGAAAAAGGAGTGCTACCCATGTTCTCATCCTTCAGAA 

DNA37 14 0 3181 GAATCCTGCGAACGGAGCTTCAGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTT 

P_AAX522 66 3181 GAATCCTGCGAACGGAGCTTCAGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTT 

DNA37 1 4 0 32 4 1 AACACTAGTTACTCTCACAATGAAGGACCTGGAATGAAAAATCTGTGTCTAAACAAGTCC 

P_AAX52266 324 1 AACACTAGTTACTCTCACAATGAAGGACCTGGAATGAAAAATCTGTGTCTAAACAAGTCC 

DNA3714 0 3301 TCTTTAGATTTTAGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATG 

__AAX522 66 3 301 TCTTTAGATTTTAGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATG 



DNA37140 3361 GGTACCTTTGGAAAAGCTCTC AGGAGACCTCACCTAGATGCCT ATTCAAGCTTTGGACAG 

P_AAX52266 3361 GGTACCTTTGGAAAAGCTCTCAGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAG 

DNA3 7140 3421 CCATCAGATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGAC 

P_AAX522 66 34 21 CCATCAGATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGAC 

DNA37 14 0 34 81 TCTGGGTCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGT 

P_AAX52266 34 81 TCTGGGTCAGAGGAAGATGGGAAAGAAAGGACAGATTTTCAGGAAGAAAATCACATTTGT 

DNA3714 0 35 41 ACCTTTAAACAGACTTTAGAAAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGAC 

P_AAX522 66 3541 ACCTTTAAACAGACTTTAGAAAACTACAGGACTCCAAATTTTCAGTCTTATGACTTGGAC 

DNA3 7140 3601 ACATAGACTGAATGAGACCAAAGGAAAAGCTTAACATACTACCTCAAGTGAACTTTTATT 

P_AAX522 66 3 601 ACATAGACTGAATGAGACCAAAGGAAAAGCTTAACATACTACCTCAAGTGAACTTTTATT 

DNA37140 3661 TAAAAGAGAGAGAATCTT ATGTTTTTTAAATGGAGTT ATGAATTTT AAAAGGATAAAAAT 

P_AAX52266 3661 T AAAAG AG AG AG AAT C T T ATG T T T T T T AAAT GG AG T T ATGAAT T T T AAAAGGATAAAAAT 

DNA3 7140 3721 GCTTTATTTATACAGATGAACCAAAATTACAAAAAGTTATGAAAATTTTTATACTGGGAA 

P_AAX52266 3721 GCTTTATTTATACAGATGAACCAAAATTACAAAAAGTTATGAAAATTTTTATACTGGGAA 

DNA3714 0 3781 TGATGCTCATATAAGAATACCTTTTTAAACTATTTTTTAACTTTGTTTTATGCAAAAAAG 

P_AAX522 66 37 81 TGATGCTCATATAAGAATACCTTTTTAAACTATTTTTTAACTTTGTTTTATGCAAAAAAG 

DNA3714 0 3841 TATCTTACGTAAATTAATGATATAAATCATGATTATTTTATGTATTTTTATAATGCCAGA 

P_AAX522 66 3841 TATCTTACGTAAATTAATGATATAAATCATGATTATTTTATGTATTTTTATAATGCCAGA 

DNA3 714 0 3 901 TTTCTTTTTATGGAAAATGAGTTACTAAAGCATTTTAAATAATACCTGCCTTGTACCATT 

P__AAX522 66 3 901 TTTCTTTTTATGGAAAATGAGTTACTAAAGCATTTTAAATAATACCTGCCTTGTACCATT 

DNA3 7140 3961 TTTTAAATAGAAGTTACTTCATTATATTTTGCACATTATATTTAATAAAATGTGTCAATT 

P_AAX522 66 3 961 TTTTAAATAGAAGTTACTTCATTATATTTTGCACATTATATTTAATAAAATGTGTCAATT 

DNA37140 4021 TGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 

P_AAX52266 4021 TGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 

>4 AX098387 Sequence 13 from Patent WO0119991. (4053 bp) [1 seg] 
Score = 4053 (8034 bits), Expect = 0.0 

Identities = 4053/4053 (100%), at 1,1-4053,4053, Strand + / + 
DNA3714 0 1 AGCCGACGCTGCTCAAGCTGCAACTCTGTTGCAGTTGGCAGTTCTTTTCGGTTTCCCTCC 

AX0 98 38 7 1 AGCCGACGCTGCTCAAGCTGCAACTCTGTTGCAGTTGGCAGTTCTTTTCGGTTTCCCTCC 



DNA3 714 0 61 TGCTGTTTGGGGGCATGAAAGGGCTTCGCCGCCGGGAGTAAAAGAAGGAATTGACCGGGC 
************************************************************ 

AXO 9 8 3 8 7 _ 61 TGCTGTTTGGGGGCATGAAAGGGCTTCGCCGCCGGGAGTAAAAGAAGGAATTGACCGGGC 

DNA3 7 14 0 121 AGCGCGAGGGAGGAGCGCGCACGCGACCGCGAGGGCGGGCGTGCACCCTCGGCTGGAAGT 
************************************************************ 

AX098387 121 AGCGCGAGGGAGGAGCGCGCACGCGACCGCGAGGGCGGGCGTGCACCCTCGGCTGGAAGT 

DNA3 714 0 181 TTGTGCCGGGCCCCGAGCGCGCGCCGGCTGGGAGCTTCGGGTAGAGACCTAGGCCGCTGG 
******************** **************************************** 

AX09838 7 181 TTGTGCCGGGCCCCGAGCGCGCGCCGGCTGGGAGCTTCGGGTAGAGACCTAGGCCGCTGG 

DNA37140 241 ACCGCGATGAGCGCGCCGAGCCTCCGTGCGCGCGCCGCGGGGTTGGGGCTGCTGCTGTGC 
************************************************************ 

AX098387 241 ACCGCGATGAGCGCGCCGAGCCTCCGTGCGCGCGCCGCGGGGTTGGGGCTGCTGCTGTGC 

DNA3714 0 301 GCGGTGCTGGGGCGCGCTGGCCGGTCCGACAGCGGCGGTCGCGGGGAACTCGGGCAGCCC 
************************************************************ 

AX0 9838 7 301 GCGGTGCTGGGGCGCGCTGGCCGGTCCGACAGCGGCGGTCGCGGGGAACTCGGGCAGCCC 

DNA3714 0 361 TCTGGGGTAGCCGCCGAGCGCCCATGCCCCACTACCTGCCGCTGCCTCGGGGACCTGCTG 
************************************************************ 

AX098 387 3 61 TCTGGGGTAGCCGCCGAGCGCCCATGCCCCACTACCTGCCGCTGCCTCGGGGACCTGCTG 

DNA3 714 0 4 21 GACTGCAGTCGTAAGCGGCTAGCGCGTCTTCCCGAGCCACTCCCGTCCTGGGTCGCTCGG 
************************************************************ 

AX098387 421 GACTGCAGTCGTAAGCGGCTAGCGCGTCTTCCCGAGCCACTCCCGTCCTGGGTCGCTCGG 

DNA3 714 0 4 81 CTGGACTTAAGTCACAACAGATTATCTTTCATCAAGGCAAGTTCCATGAGCCACCTTCAA 
************************************************************ 

AX098 38 7 481 CTGGACTTAAGTCACAACAGATTATCTTTCATCAAGGCAAGTTCCATGAGCCACCTTCAA 

DNA3 714 0 541 AGCCTTCGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCA 
************************************************************ 

AX098387 541 AGCCTTCGAGAAGTGAAACTGAACAACAATGAATTGGAGACCATTCCAAATCTGGGACCA 

DNA3714 0 601 GTCTCGGCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCT 
************************************************************ 

AX098 387 601 GTCTCGGCAAATATTACACTTCTCTCCTTGGCTGGAAACAGGATTGTTGAAATACTCCCT 

DNA3714 0 661 GAACATCTGAAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCA 
************************************ 

AX098387 661 GAACATCTGAAAGAGTTTCAGTCCCTTGAAACTTTGGACCTTAGCAGCAACAATATTTCA 

DNA37 14 0 7 21 GAGCTCCAAACTGCATTTCCAGCCCTACAGCTCAAATATCTGTATCTCAACAGC7VACCGA 
************************************************************ 

AX0 98 38 7 721 GAGCTCCAAACTGCATTTCCAGCCCTACAGCTCAAATATCTGTATCTCAACAGCAACCGA 

DNA37 1 4 0 7 81 GTCACATCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTT AAAG 
************************************************************ 

AX098387 781 GTCACATCAATGGAACCTGGGTATTTTGACAATTTGGCCAACACACTCCTTGTGTTAAAG 

DNA3714 0 841 CTGAACAGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAA 
************** ************************************** * ******* 

AX098387 84 1 CTGAACAGGAACCGAATCTCAGCTATCCCACCCAAGATGTTTAAACTGCCCCAACTGCAA 
DNA3714 0 901 CATCTCGAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCAAGGCCTT 



AXO 98 38 7 901 CATCTCGAATTGAACCGAAACAAGATTAAAAATGTAGATGGACTGACATTCCAAGGCCTT 

DNA3 714 0 9 61 GGTGCTCTGAAGTCTCTGAAAATGCAAAGAAATGGAGTAACGAAACTTATGGATGGAGCT 

AX098387 961 GGTGCTCTGAAGTCTCTGAAAATGCAAAGAAATGGAGTAACGAAACTTATGGATGGAGCT 

DNA37 1 4 0 1021 TTTTGGGGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAACAACCTAACAGAGATT 

AX098387 1021 TTTTGGGGGCTGAGCAACATGGAAATTTTGCAGCTGGACCATAACAACCTAACAGAGATT 

DNA3714 0 1081 ACCAAAGGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCC 

AX09838 7 1081 ACCAAAGGCTGGCTTTACGGCTTGCTGATGCTGCAGGAACTTCATCTCAGCCAAAATGCC 

DNA3 7140 1141 ATCAACAGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTA 

AXO 98 3 87 1141 ATCAACAGGATCAGCCCTGATGCCTGGGAGTTCTGCCAGAAGCTCAGTGAGCTGGACCTA 

DNA3714 0 12 01 ACTTTCAATCACTTATCAAGGTTAGATGATTCAAGCTTCCTTGGCCTAAGCTTACTAAAT 

AX098387 1201 ACTTTCAATCACTTATCAAGGTTAGATGATTCAAGCTTCCTTGGCCTAAGCTTACTAAAT 

DNA3 7140 1261 ACACTGCACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTT 

AXO 98 38 7 12 61 ACACTGCACATTGGGAACAACAGAGTCAGCTACATTGCTGATTGTGCCTTCCGGGGGCTT 

DNA3 7140 1321 TCCAGTTTAAAGACTTTGGATCTGAAGAACAATGAAATTTCCTGGACTATTGAAGACATG 

AXO 98 387 1321 TCCAGTTTAAAGACTTTGGATCTGAAGAACAATGAAATTTCCTGGACTATTGAAGACATG 

DNA3 7140 1381 AATGGTGCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATC 

AXO 98 38 7 1381 AATGGTGCTTTCTCTGGGCTTGACAAACTGAGGCGACTGATACTCCAAGGAAATCGGATC 

DNA37 1 4 0 14 41 CGTTCTATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGT 

AX098387 1441 CGTTCTATTACTAAAAAAGCCTTCACTGGTTTGGATGCATTGGAGCATCTAGACCTGAGT 

DNA37 14 0 1501 GACAACGCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAA 

AX098387 1501 GACAACGCAATCATGTCTTTACAAGGCAATGCATTTTCACAAATGAAGAAACTGCAACAA 

DNA37 14 0 15 61 TTGCATTTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGG 

AX098387 1561 TTGCATTTAAATACATCAAGCCTTTTGTGCGATTGCCAGCTAAAATGGCTCCCACAGTGG 

DNA37 14 0 1621 GTGGCGGAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTA 

AX098387 1621 GTGGCGGAAAACAACTTTCAGAGCTTTGTAAATGCCAGTTGTGCCCATCCTCAGCTGCTA 

DNA3714 0 1681 AAAGGAAGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCAAA 

AXO 98 38 7 1681 AAAGGAAGAAGCATTTTTGCTGTTAGCCCAGATGGCTTTGTGTGTGATGATTTTCCCAAA 

DNA37 14 0 17 4 1 CCCCAGATCACGGTTCAGCCAGAAACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTC 



AX098387 1741 CCCCAGATCACGGTTCAGCCAGAAACACAGTCGGCAATAAAAGGTTCCAATTTGAGTTTC 

DNA37 14 0 18 01 ATCTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAAT 

AX098387 1801 ATCTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAAT 

DNA37 14 0 18 61 GAACTACTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAG 

AX0 9838 7 18 61 GAACTACTGCATGATGCTGAAATGGAAAATTATGCACACCTCCGGGCCCAAGGTGGCGAG 

DNA37 1 4 0 1921 GTGATGGAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAA 

AX098387 1921 GTGATGGAGTATACCACCATCCTTCGGCTGCGCGAGGTGGAATTTGCCAGTGAGGGGAAA 

DNA37 14 0 1981 TATCAGTGTGTCATCTCCAATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACA 

AX098 387 1981 TATCAGTGTGTCATCTCCAATCACTTTGGTTCATCCTACTCTGTCAAAGCCAAGCTTACA 

DNA37 14 0 20 41 GTAAATATGCTTCCCTCATTC ACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCC 

AX098387 2041 GT AAATATGCTTCCCTCATTCACCAAGACCCCCATGGATCTCACCATCCGAGCTGGGGCC 

DNA3 7140 2101 ATGGCACGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAG 
**************************************** 

AXO 98 3 87 2101 ATGGCACGCTTGGAGTGTGCTGCTGTGGGGCACCCAGCCCCCCAGATAGCCTGGCAGAAG 

DNA37 1 4 0 2161 GATGGGGGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGAT 

AX098387 2161 GATGGGGGCACAGACTTCCCAGCTGCACGGGAGAGACGCATGCATGTGATGCCCGAGGAT 

DNA37 14 0 2221 GACGTGTTCTTTATCGTGGATQTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCT 

AX098387 2221 GACGTGTTCTTTATCGTGGATGTGAAGATAGAGGACATTGGGGTATACAGCTGCACAGCT 

DNA3714 0 2281 CAGAACAGTGCAGGAAGTATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCA 

AXO 98 38 7 2281 CAGAACAGTGCAGGAAGTATTTCAGCAAATGCAACTCTGACTGTCCTAGAAACACCATCA 

DNA3714 0 2 341 TTTTTGCGGCCACTGTTGGACCGAACTGTAACCAAGGGAGAAACAGCCGTCCTACAGTGC 

AXO 98387 2341 TTTTTGCGGCCACTGTTGGACCGAACTGT AACCAAGGGAGAAAC AGCCGTCCT AC AGTGC 

DNA37 1 4 0 2 401 ATTGCTGGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGATAGCCCATTGGTG 

AX098387 2401 ATTGCTGGAGGAAGCCCTCCCCCTAAACTGAACTGGACCAAAGATGATAGCCCATTGGTG 

DNA3714 0 2 4 61 GTAACCGAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGAT 

AXO 98 387 24 61 GTAACCGAGAGGCACTTTTTTGCAGCAGGCAATCAGCTTCTGATTATTGTGGACTCAGAT 

DNA3714 0 2 521 GTCAGTGATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGGA 

AXO 98 38 7 2 521 GTCAGTGATGCTGGGAAATACACATGTGAGATGTCTAACACCCTTGGCACTGAGAGAGGA 

DNA3714 0 2 581 AACGTGCGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCCCA 

AXO 98 387 2 581 AACGTGCGCCTCAGTGTGATCCCCACTCCAACCTGCGACTCCCCTCAGATGACAGCCCCA 



DNA37140 2641 TCGTTAGACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGT 

AX098387 2641 TCGTTAGACGATGACGGATGGGCCACTGTGGGTGTCGTGATCATAGCCGTGGTTTGCTGT 

DNA3 7 14 0 2 7 01 GTGGTGGGCACGTCACTCGTGTGGGTGGTCATCATATACCACACAAGGCGGAGGAATGAA 

AX098387 2701 GTGGTGGGCACGTCACTCGTGTGGGTGGTCATC AT AT ACCAC ACAAGGCGG AGGAATGAA 

DNA3 7140 2761 GATTGCAGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTG 

AX098387 2761 GATTGCAGCATTACCAACACAGATGAGACCAACTTGCCAGCAGATATTCCTAGTTATTTG 

DNA3714 0 2821 TCATCTCAGGGAACGTTAGCTGACAGGCAGGATGGGTACGTGTCTTCAGAAAGTGGAAGC 

AX098387 2821 TCATCTCAGGGAACGTTAGCTGACAGGCAGGATGGGTACGTGTCTTCAGAAAGTGGAAGC 

DNA37 14 0 28 81 CACCACCAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGT 

AX098387 2881 CACCACCAGTTTGTCACATCTTCAGGTGCTGGATTTTTCTTACCACAACATGACAGTAGT 

DNA37 14 0 2 941 GGGACCTGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTC 

AX098387 2 941 GGGACCTGCCATATTGACAATAGCAGTGAAGCTGATGTGGAAGCTGCCACAGATCTGTTC 

DNA3714 0 3001 CTTTGTCCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCA 

AX098 387 3001 CTTTGTCCGTTTTTGGGATCCACAGGCCCTATGTATTTGAAGGGAAATGTGTATGGCTCA 

DNA3714 0 3061 GATCCTTTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGAC 

t 

AX098387 3061 GATCCTTTTGAAACATATCATACAGGTTGCAGTCCTGACCCAAGAACAGTTTTAATGGAC 

DNA37140 3121 CACTATGAGCCCAGTTACATAAAGAAAAAGGAGTGCTACCCATGTTCTCATCCTTCAGAA 

AX0 98 387 3121 CACTATGAGCCCAGTTACATAAAGAAAAAGGAGTGCTACCCATGTTCTCATCCTTCAGAA 

DNA3 7140 3181 GAATCCTGCGAACGGAGCTTCAGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTT 

AX0 98 387 3181 GAATCCTGCGAACGGAGCTTCAGTAATATATCGTGGCCTTCACATGTGAGGAAGCTACTT 

DNA3 7140 3241 AACACTAGTTACTCTCACAATGAAGGACCTGGAATGAAAAATCTGTGTCT AAACAAGTCC 

AX098387 3241 AACACTAGTTACTCTCACAATGAAGGACCTGGAATGAAAAATCTGTGTCT AAACAAGTCC 

DNA37140 3301 TCTTTAGATTTTAGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATG 

AX0 98 38 7 3301 TCTTTAGATTTTAGTGCAAATCCAGAGCCAGCGTCGGTTGCCTCGAGTAATTCTTTCATG 

DNA37 14 0 3 361 GGTACCTTTGGAAAAGCTCTCAGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAG 

AX098 387 3 361 GGTACCTTTGGAAAAGCTCTCAGGAGACCTCACCTAGATGCCTATTCAAGCTTTGGACAG 

DNA3 7140 3421 CCATCAGATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGAC 

AX09S387 34 21 CCATCAGATTGTCAGCCAAGAGCCTTTTATTTGAAAGCTCATTCTTCCCCAGACTTGGAC 



